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Peroxisomes are ubiquitous organelles mainly involved in ROS and lipid metabolism. Their
abundance, protein composition and metabolic function vary depending on the cell type and
adjust to different intracellular and environmental factors such as oxidative stress or nutri-
tion. The biogenesis and proliferation of these important organelles are regulated by pro-
teins belonging to the peroxin (PEX) family. PEX3, an integral peroxisomal membrane
protein, and the cytosolic shuttling receptor PEX19 are thought to be responsible for the
early steps of peroxisome biogenesis and assembly of their matrix protein import machinery.
Recently, both peroxins were suggested to be also involved in the autophagy of peroxi-
somes (pexophagy). Despite the fact that distribution and intracellular abundance of these
proteins might regulate the turnover of the peroxisomal compartment in a cell type-specific
manner, a comprehensive analysis of the endogenous PEX3 and PEX19 distribution in dif-
ferent organs is still missing. In this study, we have therefore generated antibodies against
endogenous mouse PEX3 and PEX19 and analysed their abundance and subcellular locali-
sation in various mouse organs, tissues and cell types and compared it to the one of three
commonly used peroxisomal markers (PEX14, ABCD3 and catalase). Our results revealed
that the abundance of PEX3, PEX19, PEX14, ABCD3 and catalase strongly varies in the
analysed organs and cell types, suggesting that peroxisome abundance, biogenesis and
matrix protein import are independently regulated. We further found that in some organs,
such as heart and skeletal muscle, the majority of the shuttling receptor PEX19 is bound to
the peroxisomal membrane and that a strong variability exists in the cell type-specific ratio
of cytosol- and peroxisome-associated PEX19. In conclusion, our results indicate that per-
oxisomes in various cell types are heterogeneous with regards to their matrix, membrane
and biogenesis proteins.
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Introduction
Peroxisomes are single membrane-bound organelles that can either be formed de novo or mul-
tiply by fission [1]. The proliferation of peroxisomes, the assembly of their membrane and the
import of peroxisomal matrix enzymes into the organelle are regulated by proteins belonging
to the family of peroxins (PEX-proteins) [2,3]. In yeast, mice and humans, more than 32 differ-
ent genes coding for peroxins have been identified, which are either integral part of the peroxi-
somal membrane or soluble cytosolic receptors [2,3] (http://www.ncbi.nlm.nih.gov/protein).
Though many key players of the peroxisomal biogenesis have been already discovered 25 years
ago, the question on how they functionally interact and how peroxisomes are formed de novo,
how their membrane is generated and how they divide by fission is still not fully clarified [1].
Two peroxins were identified and intensively studied that interact and closely cooperate dur-
ing the initial steps of yeast [4–7] and mammalian [8–10] peroxisome biogenesis, namely
PEX3 and PEX19 [11]. Cells in which these peroxins had been depleted, lacked peroxisomes
and complementation studies showed that the re-introduction of the respective gene into the
knock-out background could restore de novo peroxisome biosynthesis [6,12,13]. The role for
PEX3 and PEX19 in the formation of peroxisomes is the insertion of peroxisomal membrane
proteins (PMPs) into the membrane of the nascent organelle [3,1]. In the initial steps of perox-
isome formation, PEX19 binds PMPs in the cytosol through a peroxisomal membrane-target-
ing signal (mPTS) consisting of a PMP-binding domain and a membrane-anchoring domain
[14–17]. PEX19 could also function as a chaperone, aiding the correct folding of PMPs [18,19].
The latest theory on how peroxisomes form de novo in yeast suggests that PEX3 might be
autonomously integrated into the membrane of the ER from which PEX3-loaded pre-peroxi-
somal vesicles arise [1,20,21–24]. A more recent publication proposes that in mammalian cells
de novo peroxisomal biogenesis begins with the budding of PEX3-loaded pre-peroxisomal ves-
icles from the mitochondrion, followed by their maturation to peroxisomal vesicles in the ER
[25]. The exact mechanism is, however, not fully understood and still matter of debate [26].
PEX19 targets the bound PMPs to pre-peroxisomal vesicles and inserts them into the peroxi-
somal membrane by docking to PEX3 [1,4,27]. These initial steps of peroxisome biogenesis
lead to the integration of peroxisomal substrate transporters into the membrane and to the
assembly of the machinery necessary for the import of matrix proteins. This import complex
consists of other proteins of the peroxin family (e.g. PEX14) and initiates the loading of the
newly formed peroxisomes with soluble matrix enzymes [3,28].
Enzymes that are imported into the peroxisomal matrix take part in different metabolic
pathways such as the scavenging of reactive oxygen species (ROS), β-oxidation of fatty acids
or the synthesis of glycerolipids and cholesterol precursors [29]. Despite the fact that peroxi-
somes of different organs share certain common features, the organelle’s proteome is fine-
tuned depending on the metabolic demand of the organ or cell type [30–33]. For example:
peroxisomes of the liver and of the proximal tubules of the nephron, the organs in which per-
oxisomes were first described, contain high amounts of catalase. For this reason catalase has
been used as marker enzyme in many studies performed on peroxisomes in the past years.
The amount of peroxisomal catalase, however, can vary between cell types [34–39] and low
catalase content does not necessarily correlate with a less developed peroxisomal compart-
ment [39]. Differential protein expression depending on the cell´s developmental and nutri-
tional state was also found for the peroxisomal membrane transporter ABCD3 [34,39–42].
Peroxins play a key role in regulating the turnover of peroxisomes and are therefore likely to
be differentially expressed in different organs depending on metabolic requirements. More-
over, peroxisomes in different cell types vary in their morphological appearance from round
to rod-shaped to tubular and network-like [43], changing the relative matrix to membrane
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volume ratio, which might also affect the quantity of peroxins associated with the peroxi-
somal membrane [44].
Although intensive investigations have been made to study the function of PEX3 and PEX19
in model organisms such as the yeast Saccharomyces cerevisiae little is known about their organ-
specific distribution and function in mammalian cells and organs [1]. Furthermore, besides cell
culture studies, endogenous PEX3 and PEX19 have not yet been investigated in mammalian
organs. Determining presence and amount of these proteins in different organs and specific
cell types could provide an indication on early biogenesis steps, proliferation state and turnover
rate of their peroxisomes. Since PEX3 and PEX19 are involved in peroxisome biogenesis, we
expected their highest expression in organs whose cells either contain a large number of peroxi-
somes such as liver and kidney or with a high rate of peroxisome remodelling and renewal. For
this reason, organs and cell types containing high amounts of PEX3 and PEX19 could be more
frequently negatively affected by defects of the peroxisomal biogenesis such as occur in diseases
of the Zellweger syndrome spectrum and neonatal adrenoleukodystrophy [45]. Patients affected
by these devastating hereditary disorders do not possess functional peroxisomes [46], which
results in systemic metabolic dysfunctions that lead to multiple organ defects and early death of
the affected children [45]. Indeed, mutations in the PEX3 [47,48] and the PEX19 [49] genes lead
to the most severe form of the peroxisomal biogenesis disorders, the Zellweger syndrome.
In the past years, we have tested out several antibodies against PEX3 and PEX19 that all did
not give satisfactory results for morphological stainings of the endogenous proteins. Therefore,
we have generated anti-PEX3 and anti-PEX19 antibodies specific and sensitive enough to ana-
lyse organ- and cell type-specific distribution and abundance of these peroxins in situ. Our
results showed that PEX3 and PEX19 protein abundance and mRNA expression were differen-
tially regulated in different organs and cell types. We also found that organs in which common
peroxisomal marker proteins were highly expressed or that contained a large number of perox-
isomes did not necessarily display high levels of PEX3 and PEX19 and that the ratio between
peroxisomal membrane-associated and cytosol-located PEX19 conspicuously varies between
different organs and cell types. In conclusion, organ- and cell type-specific adaptations of the
peroxisomal protein composition do not only concern their metabolic but also their peroxi-
some biogenesis proteins (peroxins), which do not seem to be regulated in a strictly orches-
trated manner but rather independently from each other.
Materials and methods
Animals
For the isolation of the organs, 3 male 19 weeks-old C57BL/6J mice were obtained from the
central animal facility (Zentrales Tierlabor—ZTL) of the Justus Liebig University of Giessen.
Animals were housed under standard conditions (12 h light and 12 h dark cycle) with free
access to food and water. Additionally, 2 pregnant female C57BL/6J mice were sacrificed to
obtain 20 E14 embryos used for the isolation of mouse embryonic fibroblasts (MEFs). All
experiments with laboratory mice were approved by the German Government Commission
of Animal Care (V54-19c 20/15c GI20/23; University internal classification: JLU-Nr.: 471_M,
Project ID: 1016 Peroxisomen).
Generation of serum polyclonal antibodies directed against PEX3 and
PEX19
The open reading frame coding for amino acids 35 to 372 of PEX3 (NM_019961.3) was ampli-
fied from pCMV-Sport 6 containing the Pex3 cDNA (I.M.A.G.E. clone IRAKp961A2345Q,
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now IRAVp968C0184D) using the forward primer (gcgCATATGcaagaaagagaagctgca
gaatacattg) and the reverse primer (cgcGGATCCtcatttctccagttgttggggggtac
taaac). The open reading frame coding for full-length PEX19 (NM_023041.3) was amplified
from pCMV-Sport 6 containing the Pex19 cDNA (I.M.A.G.E. clone IRAKp961I1541Q, now
IRAVp968E0238D) using the forward primer (gcgCATATGgcggctgctgaggaaggttg)
and the reverse primer (cgcGGATCCctacatgatcagacactgttcg). Both PCR products
were cloned into the bacterial expression vector pET16b (Invitrogen) using the restriction
enzyme sites NdeI and BamHI included in the primer sequences (capital and underlined). This
results in the addition of 10 N-terminal histidine residues to the protein. The Escherichia coli
strain BL21 (DE3) was transformed with the obtained plasmids pET16b_PEX335-372 (named
pEBV13) and pET16b_PEX19 (named pEBV15). The expression of PEX3 and PEX19 was
induced in 500 ml transformed bacterial cultures grown in Terrific Broth medium containing
10 mM malate and 10 mM pyruvate at an OD600 of 0.4 at 37˚C using 1 mM isopropyl-β-D-
thiogalactopyranosid (IPTG). The bacteria expressing PEX19-10xHis and PEX335-372-10xHis
were harvested 180 min post-induction by centrifugation at 5,000 x g for 15 min. The bacteria
were resuspended in Dynabeads Binding/Washing buffer (50 mM Na-phosphate, 300 mM
NaCl, 0.01% (v/v) Tween 20, pH 8.0) supplemented with 10% protease inhibitor mix, 100 mg/
ml lysozyme and 300 U DNase I. The cells were incubated on ice for 20 min and lysed by soni-
cation (10 times 10 s at 50% output). After removal of the cell debris by centrifugation at 5,000
x g for 15 min, the supernatant was incubated for 30 min at 4˚C with 100 μl Dynabeads (Invi-
trogen) pre-equilibrated in Dynabeads Binding/Washing buffer. After the incubation, the
supernatant was removed and the Dynabeads were washed 5 times with Dynabeads Binding/
Washing buffer. PEX335-372-10xHis and PEX19-10xHis proteins were eluted from the
column using 150 mM imidazole in Dynabeads Binding/Washing buffer. Then, 1 mg of the
PEX335-372-10xHis and PEX19-10xHis proteins were used to immunize two rabbits and two
rats, respectively. The proteins were injected in 3 boosts at day 20, 30 and 40 after the first
immunization. The serum was obtained 135 days after starting the immunization.
Cloning of PEX3 and PEX19 into the pCI-Neo vector for mammalian
over-expression
The open reading frames coding for PEX3 (NM_019961.3) and for PEX19 (NM_023041.3)
were excised from pCMV-Sport6 (for I.M.A.G.E. clone number see above) using the restric-
tion enzymes sites SalI and NotI. The digested DNA fragments were then ligated into the
mammalian expression vector pCI-Neo using the SalI and NotI restriction enzyme sites
located at its multiple cloning site generating the two expression vectors pCI-Neo_PEX3
(named pEBV74) and pCI-Neo_PEX19 (named pEBV47).
Isolation, culturing and transfection of mouse embryonic fibroblasts
For the isolation of MEFs, we used mice on day 14 post coitum. The embryos were taken
out, placed in a Petri dish and sacrificed by decapitation. The organs were removed and the
remaining body was rinsed in phosphate-buffered saline (PBS) without Ca2+ and Mg2+. The
rest of the body was digested with 0.05% trypsin/EDTA containing 100 U DNase I per embryo
at 37˚C for 15 min. Cells were dissociated by pipetting and transferred to MEF medium (high
glucose DMEM supplemented with 10% foetal bovine serum, 100 U/ml penicillin/streptomy-
cin, 1 mM sodium pyruvate and 2 mM L-glutamine) and cultivated at 37˚C with 5% CO2.
MEFs were transfected at 70% confluency 24 h after splitting and seeding into 6-well
plates with 1 μg plasmid DNA using Lipofectamine 3000 (Life Technologies) according to
PEX3 and PEX19 in different organs and cell types of the adult mouse
PLOS ONE | https://doi.org/10.1371/journal.pone.0183150 August 17, 2017 4 / 35
manufacturer´s protocol. For immunofluorescence analysis cells were grown in MEF medium
in 6-well plates on glass coverslips coated with 0.1% gelatin in PBS.
Cell culture and transfection of Hepa 1–6 mouse hepatoma cells
Hepa 1–6 cells were cultivated in DMEM supplemented with 2 mM glutamine, 10% FBS and
100 U/ml penicillin/streptomycin at 37˚C with 5% CO2. For immunofluorescence analysis,
cells were grown on glass coverslips coated with 0.08% collagen in PBS. Hepa 1–6 cells were
transfected at 50% confluency 24 h after splitting and seeding into 6-well plates with either
1 μg shRNA (Qiagen, Cat. 336311) using TransIT-LT1 Reagent (Mirus) or with 50 μM siRNA
(Qiagen, Cat. 3195727) using Lipofectamine 3000 (Life Technologies) according to the manu-
facturer´s protocol. After transfection, the cells were incubated for either 48 h and 72 h
(PEX19 shRNA) or 24 h and 48 h (PEX3 siRNA) according to the time point at which the max-
imal protein downregulation was achieved and detected by Western blotting.
Organ isolation
Adult male animals were sacrificed by cervical dislocation and perfused for 30 s anterogradely
with PBS through the left ventricle to remove blood cells. The organs (liver, spleen, pancreas,
heart, lung, jejunum, colon, kidney, testis, skeletal muscle and brain) were removed and cut
into different parts. One part of the organs was either shock-frozen in either RNAzol (Sigma-
Aldrich) or in 25 mM Tris-HCl, 1 mM EDTA, 1 mM DTT, 250 mM sucrose, pH 7.8 for RNA
or protein isolation, respectively. The other part of the organs was placed in paraformaldehyde
(PFA) for morphological studies.
RNA isolation from mouse organs and RT-qPCR analysis
The total RNA from the different mouse organs (less than 50 mg tissue stored at -80˚C in
RNAzol after dissection) was extracted using RNAzol according to the manufacturer´s proto-
col and subsequently treated with DNase I to remove traces of DNA. Since brain contains a
large amount of lipids (myelin), total RNA of brain samples was isolated from the frontal neo-
cortices of 19 weeks-old mice using the RNeasy Lipid Tissue Mini Kit (Qiagen, Cat. 74804)
according to the manufacturer´s protocol with an optimized phenol/guanidine based lysis for
fatty organs. In brief, excised neocortices were harvested and shock-frozen in liquid nitrogen
und then stored at -80˚C. The frozen tissue was mechanically disrupted with scissors in 1 ml
QIAzol Lysis Reagent. The lysate was incubated at 56˚C (shaking at 300 rpm) for 1 h. Thereaf-
ter, 700 μl chloroform were added under vigorous shaking and the mixture was allowed to
stand for 2–3 min following centrifugation at 5,000 x g for 15 min at 4˚C. The aqueous phase
was mixed with an equal volume of 70% ethanol, the mixture was thoroughly mixed and then
transferred to an RNeasy Mini spin column. After centrifugation at 12,000 x g for 15 s, the
flow-through was discarded and the column was washed once with buffer RW1 and twice with
buffer RPE. Total RNA was eluted from the column with RNase-free water. The exact amount
and the purity (230/260 ratio >1.7) of all RNA preparations were analysed using the Nano-
Drop ND-2000 spectrometer (peqlab). The quality of the isolated RNA was assessed by formal-
dehyde denaturing gel electrophoresis. Only RNA samples displaying no degradation were
used for first-strand cDNA synthesis. First-strand cDNA was synthesized from 2.0 μg DNase
I-treated total RNA using random primers, dNTPs and 50 U MultiScribe reverse transcriptase
(Applied Biosystems) in a final volume of 20 μl. For quantitative RT-PCR, we used the Maxima
SYBR Green/Fluorescein qPCR Master Mix (Thermo Fisher Scientific), which was mixed 1:1
with the template cDNA, the forward and reverse primers and water. All samples were run in
triplicates. The PCR reaction was performed in the IQ5 iCycler (BioRad Laboratories) using
PEX3 and PEX19 in different organs and cell types of the adult mouse
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the following 3-step amplification protocol: 2 min at 95˚C (denaturation), 42 cycles of 15 s at
95˚C (denaturation), 30 s at 60˚C or 65˚C (annealing) and 30 s at 72˚C (extension). All primer
pairs (S1 Table) were verified for specificity (showing a single peak in the melting curve analy-
sis) as well as for their amplification efficiency by 10-fold dilutions series. Calculations of the
relative gene expression were done by the 2-ΔΔct method [50] using three different reference
genes namely the transcription-related gene TATA-box binding protein (Tbp), the structure-
related gene ribosomal protein L13 (Rpl13) and the gene peptidyl prolyl isomerase (Ppia). To
best compare the results from the different tissues, data are shown in relation to each individ-
ual reference gene as well as to the means of all 3 reference genes.
Preparation of protein samples
Western blot analyses were performed using either lysates from MEFs, Hepa 1–6 cells and
whole organs, or using peroxisome-enriched and peroxisome-depleted fractions derived from
various organs and obtained by differential centrifugation. For whole cell lysates, Hepa 1–6
cells and MEFs were grown to confluency. Cells were harvested using 0.05% trypsin, centri-
fuged at 500 x g for 5 min, washed with 1 x PBS and collected by centrifugation at 500 x g for 5
min. The cell pellet was resuspended in 100 μl 50 mM Tris pH 8.0, 150 mM NaCl, 0.1% Triton
X-100 supplemented with 10% protease inhibitor mix and incubated on ice for 30 min. Cells
were then homogenized by 10 strokes in a Dounce homogenisator and were centrifuged at 500
x g for 5 min to remove cell debris. Complete cell disruption was checked under the micro-
scope. For whole organ lysates, 50 mg of each dissected organ were resuspended in 2 ml of 25
mM Tris, 1 mM EDTA, 1 mM DTT, 250 mM sucrose, pH 7.8 and shredded using an Ika
Ultra-Turrax. The obtained lysate was homogenized by 30 strokes in a Dounce homogenisator
and then spun down at 500 x g for 5 min to remove cell debris. Complete cell disruption was
checked under the microscope. To obtain the peroxisome-enriched fractions, 1.75 ml of whole
organ lysate were first spun at 1,000 x g at 4˚C for 10 min to remove the nuclei. The postnuc-
lear supernatant was first centrifuged at 5,000 x g at 4˚C for 10 min to remove large mitochon-
dria and then centrifuged at 35,000 x g at 4˚C for 30 min to obtain a peroxisome-enriched
pellet and a peroxisome-depleted supernatant containing soluble and microsomal proteins.
The pellet containing the peroxisomes was resuspended in 200 μl 20 mM Tris, 150 mM NaCl,
0.01% Triton X-100, pH 7.8. The protein concentration of all samples was determined using
the Bradford assay from Bio-Rad Laboratories according to the manufacturer´s protocol. All
fractions were immediately frozen and stored at -80˚C until the Western blot analysis.
Western blot analysis
The protein samples were separated by SDS-PAGE and transferred to polyvinylidene difluor-
ide membranes (Invitrogen). Membranes were then blocked for 1 h in 5% fat-free milk
(Roth) in 20 mM Tris, 150 mM NaCl, 0.1% Tween 20, pH 7.8 (TBS-Tween), followed by
incubation with primary antibodies against the His-Tag, the peroxisomal biogenesis proteins
PEX3, PEX19 and PEX14, the peroxisomal matrix enzyme catalase, the mitochondrial matrix
enzyme superoxide dismutase 2 (SOD2) and the cytosolic protein glyceraldehyde 3-phos-
phate dehydrogenase (GAPDH) (S2 Table) for 1 h at room temperature. The membranes
were washed and incubated with the secondary antibody for 1 h at room temperature. Detec-
tion was performed depending on the enzyme conjugated to the secondary antibody (S3
Table), either with the Immun-Star-AP detection kit (Bio-Rad Laboratories) for secondary
antibodies conjugated to alkaline phosphatase or the ECL detection kit (Invitrogen) for sec-
ondary antibodies conjugated to horseradish peroxidase. Protein bands were detected by
exposing the membranes to Kodak BioMax films. To assure that equal amounts of protein
PEX3 and PEX19 in different organs and cell types of the adult mouse
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were present, all membranes were stained with Coommassie Brilliant Blue (CBB) (Simply
Blue Stain, Invitrogen) according to the manufacturer´s protocol after the Western blot pro-
cedure was completed.
Preparation of morphological samples, immunofluorescence staining
and image acquisition
The dissected organ pieces obtained from 3 mice were immersion-fixed overnight in 4% PFA,
2% sucrose in PBS. The next morning, the fixed organs pieces were embedded in paraffin
(Paraplast Plus). Two μm sections were cut with a rotation microtome and mounted on
Superfrost Plus (+) slides. Deparaffinized and rehydrated sections were processed for antigen
retrieval with 0.01% trypsin for 10 min at 37˚C, followed by microwaving for 3 x 5 min at 900
W in 10 mM citrate buffer, pH 6.0. Blocking of non-specific protein binding sites was per-
formed by incubation with 4% bovine serum albumin (BSA) in TBS-Tween. Sections were
incubated with primary antibodies against the peroxisomal biogenesis proteins PEX3, PEX19
and PEX14, the peroxisomal matrix enzyme catalase or the peroxisomal membrane protein
ABCD3 (S2 Table) overnight at room temperature with 1% BSA in TBS-Tween and then with
the appropriate fluorochrome-conjugated secondary antibodies (S4 Table). Finally the sections
were counterstained with the nuclear dye Hoechst 33342 (1 μg/ml). For tissue-specific adjust-
ments of the staining procedure refer to S5 Table. For the immunofluorescence staining of
MEFs or Hepa 1–6 cells the medium was removed and cells grown on coverslips were rinsed
with PBS and fixed with 4% PFA, 2% sucrose in PBS for 20 min at room temperature. After
washing the coverslips with PBS, the cells were permeabilized with 0.1% Triton X-100/PBS for
20 min and then blocked with PBS containing 1% BSA (PBSA) for 20 min. The cells on the
coverslips were incubated 1 h at room temperature with the primary antibodies against the
peroxisomal biogenesis proteins PEX3, PEX19 and PEX14 and the peroxisomal matrix enzyme
catalase (S2 Table) diluted in PBSA followed by washing with PBS and 1 h incubation at room
temperature with the secondary antibody diluted in PBSA (S4 Table). Finally, the cells on the
coverslips were washed in PBS and the nuclei were counterstained with 1 μg/ml Hoechst
33342. All images were taken with the DC40 camera of the fluorescence microscope (Leica
DM RD, Leica Microsystems) and processed using Photoshop CS5.
Results
Generation of serum polyclonal antibodies against the peroxins PEX3
and PEX19
Most experiments that have investigated the function of PEX3 and PEX19 in mammalian sys-
tems have been performed using cell culture models and epitope-tagged overexpressed ver-
sions of these proteins [9,16,51,52]. The choice of using epitope-tagged versions of the two
peroxins was partially due to unsatisfactory results obtained using commercially available anti-
bodies. To investigate the subcellular and organ-specific distribution of endogenous PEX3 and
PEX19, we first generated polyclonal antibodies from heterologously expressed proteins. For
the generation of the antibody against PEX19, the whole open reading frame was expressed
in E. coli. In contrast, since the expression of proteins that contain hydrophobic regions is
notoriously difficult, for the membrane-associated PEX3, we opted for a truncated version
(PEX335-372), which lacked the putative peroxisome membrane anchor (amino acids 1–34). In
E. coli the expression of short PEX3 versions was successfully carried-out for human PEX3
[19,53–55]. The time-dependent expression of murine PEX335-372 (~32 kDa) and PEX19
(~35 kDa) was analysed by Western blotting using an antibody directed against the His-tag in
PEX3 and PEX19 in different organs and cell types of the adult mouse
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whole bacterial lysates (Fig 1A). The abundance of both proteins increased over time after
IPTG induction with a peak at 90–120 min. For PEX335-372, 60 min after IPTG induction,
increasing amounts of high molecular weight bands appeared (Fig 1A, upper panel), suggest-
ing the formation of protein aggregates. High molecular weight bands have been previously
reported in Western blot analyses of purified PEX3 [54,56]. It was suggested that PEX3 aggre-
gates were formed due to its intrinsic capability to bind lipids and that they were induced by
boiling the protein in SDS buffer [54,56].
Interestingly, high expression of a further truncated version of PEX3, PEX3150-372, in which
the first 150 amino acids had been deleted, did not form high molecular weight bands (Fig 1A,
central panel).
The purity of the isolated His-tagged PEX335-372 and PEX19 proteins was assessed by West-
ern blotting (Fig 1B) and CBB staining of the SDS gel (Fig 1C). The results show one promi-
nent band of the expected molecular weight for both PEX3 and PEX19 in the Western blot
analysis, while the CBB staining revealed additional bands for PEX3 but only one additional
band for PEX19 (Fig 1B and 1C). The purified recombinant peroxins where used to immunize
2 rats (PEX335-372) and 2 rabbits (PEX19).
Fig 1. Recombinant PEX3(35–372), PEX3(150–372) and PEX19 were successfully expressed in BL21DE3 E. coli and
purified for antibody generation by affinity chromatography. A: Time-dependent expression of PEX3(35–372),
PEX3(150–372) and PEX19 in BL21DE3 E. coli. Bacterial samples were taken every 30 min post-induction with IPTG and
lysates were analysed by SDS-PAGE and Western blotting with an antibody directed against the His-tag. Equal amounts
of bacterial lysate calculated from the measured OD600 were loaded per lane. B: Isolated PEX3(35–372), PEX3(150–372) and
PEX19. After purification of the expressed proteins using Talon magnetic Dynabeads, 10 μg of the protein samples were
separated by SDS-PAGE and analysed by Western blotting using an antibody directed against the His-tag. C: CBB
staining of the SDS gel depicting purified PEX3(35–372) and PEX19. D: Expression of recombinant PEX3(35–372) and PEX19
in BL21DE3 E. coli at different time points and detection of the purified proteins by Western blotting using the generated
PEX3 and PEX19 antibodies. Ten μg of bacterial lysate were loaded prior (ui), as well as 120 (i120) and 150 (i150) min
after the induction with IPTG, whereas 2 μg of purified eluted protein extracted from bacteria after 180 min of induction
were loaded in lane pu. Asterisks (*) indicate bands that correspond to PEX3(35–372) monomers and aggregates.
https://doi.org/10.1371/journal.pone.0183150.g001
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The obtained antibodies were tested for their specificity using Western blot analysis of
lysates from non IPTG-induced and IPTG-induced E. coli and of the purified protein. Both
antibodies detect a time-dependent increase of a protein band of the expected molecular
weight (32 kDa for PEX3; 33 kDa for PEX19) in the E. coli lysates (Fig 1D, lanes “ui” and
“i120” and “i150”). The bands detected in lysates from non IPTG-induced E. coli (Fig 1D, lanes
“ui”) were the result of “leakage” of the used expression system, while the additional bands
detected in the bacterial lysates (Fig 1D, lanes “ui” and “i120” and “i150”), with similar
amounts, irrespectively of the IPTG induction, were likely due to unspecific antibody binding.
Both antibodies recognised a protein band of the expected molecular weight in the lane corre-
sponding to the purified protein (Fig 1D, lanes “pu”). The antibody directed against PEX3 fur-
ther recognized high molecular bands of ~55 and 60 kDa as well as one smaller of 25 kDa,
which is probably a degradation product.
The specificity of our self-generated antibodies against mouse PEX3
and PEX19 was ascertained by knockdown and overexpression
experiments in MEFs and Hepa 1–6 cells
Before using the self-generated antibodies to investigate the organ distribution of PEX3 and
PEX19, we assessed their specificity by Western blot analyses of lysates derived from Hepa
1–6 cells (Fig 2A and 2B) and MEFs (Fig 3C and 3D, time point 0 h). Analyses of the expres-
sion of the endogenous PEX3 in Hepa 1–6 cells resulted in the detection of two relatively low
abundant bands of about 32 kDa and 53 kDa (PEX3: 372 AA, calculated 40 kDa) (Fig 2A),
while in MEFs mainly the band of 32 kDa and a very faint 53 kDa band could be detected
(Fig 3C, time point 0 h). Using the newly generated antibody for PEX19, we also obtained
two bands of about 35 kDa and 50 kDa (PEX19: 299 AA, calculated 33 kDa) in the Hepa 1–6
cells (Fig 2B), while in MEFs PEX19 was only detectable after longer exposure (Fig 3D, time
point 0 h).
Immunofluorescence analysis using the anti-PEX3 antibody in Hepa 1–6 cells and MEFs
resulted in a perinuclear-enriched punctuated staining pattern suggesting that the antibody is
recognizing the peroxisomal compartment (Fig 2C and 2D). When using the antibody directed
against PEX19 in the same cells, we predominantly found a cytosolic staining (Fig 2C and 2D).
In Hepa 1–6 cells, the PEX19 antibody also detected some organelle-like punctuated struc-
tures, which partially colocalised with the PEX3 staining (Fig 2C). In MEFs, PEX3 and PEX19
did not colocalise, suggesting that in these cells PEX19 is mainly cytosolic (Fig 2D).
We next silenced the gene expression of Pex3 or Pex19 in Hepa 1–6 cells (Fig 3A and 3B).
MEFs could not be used for these experiments since they did not survive the transfection pro-
cedure with either the Pex3 siRNA or the Pex19 shRNA. The Western blot results showed a
reduction for both PEX3 (65% reduction) and PEX19 (80% reduction) at 48 h and 72 h after
transfection, respectively (Fig 3A and 3B).
To complement the results obtained from the Western blotting, we next analysed the
knockdown of Pex3 or Pex19 in Hepa 1–6 cells by immunofluorescence analysis (Fig 3E and
3F). Following the knockdown of Pex3, 34% of counted cells (n = 272) transfected for 24 h
displayed drastically reduced PEX3 staining intensity and peroxisome number (Fig 3E). The
PEX19 labelling intensity was noticeably weaker in the cytosol and the peroxisomes in 42% of
the analysed cells (n = 253) transfected with the Pex19 shRNA plasmid 48 h after transfection,
but without any change in the distribution pattern (Fig 3F).
We next analysed the abundance of the two peroxins in MEFs after transfection with Pex3
and Pex19 overexpression plasmids. Protein bands of increasing intensity were detected in
the lanes corresponding to the cells overexpressing Pex3 and Pex19 at 48 and 72 h post-
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transfection (Fig 3C and 3D). Compared to the time point 0 h, the transfection produced
approximately 3- and 20-fold increases of protein levels for PEX3 and PEX19, respectively.
The increase in protein abundance after 48 and 72 h post-transfection was also noticeable in
the immunofluorescence stainings (Fig 3G and 3H). Transfection with the Pex3 overexpres-
sion plasmid resulted in an increase of the PEX3 staining intensity on the peroxisomes as well
as an increase in the peroxisome number (Fig 3G). Overexpressing Pex19 in MEFs resulted in
an increase in the cytosolic labelling with no association of the staining to peroxisomes (Fig
3H). Taken together these results strongly suggest that the generated antibodies are largely spe-
cific for PEX3 and PEX19.
Fig 2. PEX3 and PEX19 are relatively low abundant and differently distributed in Hepa 1–6 cells and
MEFs. A and B: Endogenous expression of PEX3 and PEX19 proteins in Hepa 1–6 cells. Hepa 1–6 cell
lysates (20 μg protein) were loaded on an SDS gel and Western blotting was performed using the generated
antibodies against PEX3 (A) and PEX19 (B). C and D: Double immunofluorescence stainings for PEX3 (red)
and PEX19 (green) in Hepa 1–6 cells (C) and MEFs (D). Scale bars = 7.5 μm.
https://doi.org/10.1371/journal.pone.0183150.g002
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PEX3 and PEX19 partially colocalise in peroxisomes of Hepa 1–6 cells
We were next interested to investigate the exact subcellular localisation of PEX3 and PEX19.
For this purpose, we stained Hepa 1–6 cells or MEFs using the antibodies directed against
Fig 3. Knockdown and overexpression experiments of Pex3 and Pex19 in Hepa 1–6 cells indicate the
specificity of our self-generated antibodies. A and B: Western blot analysis of Hepa 1–6 cells with and
without Pex3 and Pex19 gene silencing using the generated antibodies. Hepa 1–6 cells were transfected for
48 h either with 50 nM negative control siRNA (NC) or with 50 nM Pex3 siRNA (KD) (A) and for 72 h with either
1 μg negative control shRNA (NC) or 1 μg Pex19 shRNA (KD) (B). C and D: Western blot analysis of MEFs
overexpressing recombinant PEX3 (C) and PEX19 (D) using the generated antibodies. Lower panel of D
indicated with an asterisk (*) represents a longer film exposure. Time point 0 h represents untransfected cells
and corresponds to the endogenous level of the analysed peroxins. Protein abundance was analysed after 48
and 72 h after transfection. GAPDH was used as a loading control. E and F: Immunofluorescence analysis of
Hepa 1–6 cells with Pex3 (E) and Pex19 (F) gene silencing using the generated antibodies. “NC” indicates
cells transfected with negative control siRNA (E) or negative control shRNA (F), “KD” indicates cells
transfected with Pex3 siRNA (E) or Pex19 shRNA (F). G and H: Immunofluorescence analysis of MEFs
overexpressing Pex3 (G) and Pex19 (H) using the generated antibodies. Scale bars = 7.5 μm.
https://doi.org/10.1371/journal.pone.0183150.g003
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PEX3 and PEX19 in combination with antibodies against the peroxisomal membrane protein
PEX14 and the matrix enzyme catalase. While in MEFs, PEX3 colocalised with either catalase
(CAT) or PEX14 (Fig 4A and 4B) we noticed a heterogeneous intraperoxisomal distribution in
Hepa 1–6 cells.
PEX3 and CAT double labelling produces a complete overlap in 20 ± 5% of the total num-
ber of peroxisomes (which here is the sum of all counted peroxisomes labelled with both anti-
bodies as well as with PEX3 and CAT only, n = 2015 peroxisomes) (Fig 4C1-4, arrowhead 1). In
11 ± 2% of the total number of peroxisomes PEX3 was located at focal points on top of the
more widespread CAT labelling (Fig 4C1-4, arrowhead 2). The rest of the labelled peroxisomes
either were positive for PEX3 (33 ± 4%) or for catalase (40 ± 3%) only (Fig 4C1-4), suggesting
variable PEX3 and catalase contents in individual peroxisomes. A complete PEX3/PEX14 over-
lay was obtained in 22 ± 7% of the total number of peroxisomes (which here is the sum of all
counted peroxisomes labelled with both antibodies, as well as with PEX3 and PEX14 only,
n = 2265 peroxisomes) (Fig 4D1-4, arrowhead 1). In 18 ± 8% of all labelled peroxisomes
PEX3 and PEX14 were located at different foci on the same organelle (Fig 4D1-4, arrowhead 2).
The rest of the labelled peroxisomes either were positive for PEX3 (35 ± 5%) or for PEX14
(38 ± 6%) only (Fig 4D1-4).
Fig 4. PEX3, PEX19, PEX14 and catalase show heterogeneity in their distribution patterns in the
peroxisomal compartment. A1-3: Analysis of the colocalisation of PEX3 and CAT in MEFs. B: Double
staining for PEX3 and PEX14 in MEFs. C1-4: Higher magnifications of a double immunofluorescence staining
for PEX3 and CAT in Hepa 1–6 cells. C4 represents a 2-fold magnified image of the rectangle marked in C3.
D1-4: Double immunofluorescence staining for PEX3 and PEX14 in Hepa 1–6 cells. D4 represents a 2-fold
magnified image of the rectangle marked in D3. E1-4: Higher magnifications of a double immunofluorescence
staining for PEX19 and CAT in Hepa 1–6 cells. E4 represents a 2-fold magnified image of the rectangle
marked in E3. F1-4: Double immunofluorescence staining for PEX19 and PEX3 in Hepa 1–6 cells. F4
represents a 2-fold magnified image of the rectangle marked in F3. Arrowheads indicate either complete
overlap of the staining (1) or partial overlap (2). Scale bars = 7.5 μm.
https://doi.org/10.1371/journal.pone.0183150.g004
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PEX19 is partially present in the cytosol but is also associated with PEX3 (colocalisation in
36 ± 12% of all counted PEX3-positive peroxisomes, n = 4649 peroxisomes) and CAT (coloca-
lisation in 18 ± 5.8% of all counted catalase-positive peroxisomes, n = 6753 peroxisomes) in
Hepa 1–6 cells (Fig 4E1-4 and 4F1-4 arrowhead 1). These observations suggest a differential sub-
peroxisomal distribution of PEX3, PEX19, PEX14 and CAT.
Different organs exhibit strong variations in the protein abundance and
the molecular weight of PEX3 and PEX19 as well as in the subcellular
localisation of PEX19
We have next estimated the amount of PEX3 and PEX19 in whole lysates derived from differ-
ent organs. PEX3 was detected in all analysed organs, but was relatively low abundant in the
jejunum and skeletal muscle (Fig 5A). All organs also displayed a low molecular weight band
of 20 kDa that we cannot allocate (Fig 5A). PEX19 was also detected in all organs, but was
extremely low abundant in skeletal muscle (Fig 5A). The molecular weight of the detected
bands corresponded to the predicted one of about 33 kDa except for pancreas, which displayed
a band of 50 kDa (Fig 5A). Additionally in liver, colon, jejunum and testis a band of 60 kDa
was detected (Fig 5A).
To investigate whether the abundance of peroxisomal proteins is regulated concertedly in
different organs, we compared the distribution of PEX3 and PEX19 to that of the marker pro-
teins catalase and PEX14. For catalase one single band of 64 kDa was detected in liver, heart,
colon and kidney (Fig 5A). By far the highest expression of this enzyme was found in the liver,
as expected, and in the colon (Fig 5A). The predicted molecular weight for PEX14 is 34 kDa,
however, it previously has been shown that the protein runs at about 60 kDa (57 kDa) in West-
ern blots of liver homogenates [39]. A protein band of approximately 60 kDa can be detected
in liver, heart, colon and testis (Fig 5A). In the colon, we additionally detected a smaller band
of the predicted molecular weight of approximately 30 kDa. The appearance of two protein
bands on Western blot analysis of PEX14 has been already shown in studies using enriched
peroxisomal fractions from different areas of the newborn mouse brain [34].
Western blot analysis of the enriched peroxisomal fractions using the anti-PEX3 antibody
resulted in the detection of a strong 32 kDa band in spleen, lung, jejunum, kidney and testis
(Fig 5C). In liver, skeletal muscle and brain (frontal neocortex) this protein band was less
abundant and in pancreas, heart and colon the band was only visible after longer exposure (Fig
5C). In addition to the 32 kDa band, a strong band of 70 kDa could be visualized in most
organs except liver and brain (Fig 5C). Opposite to what was previously suggested for purified
PEX3 protein, loading the sample without boiling to 95˚C in either the presence or the absence
of SDS [54,56] did not dissolve the 70 kDa band (data not shown). Also the addition of differ-
ent concentrations of urea (0.25, 1 and 4 M) did not solubilize the 70 kDa band but instead
increased its intensity (data not shown). SOD2 was not detected in any of the organs indicating
that the enriched peroxisomal fractions were essentially free from detectable contaminations
with mitochondrial matrix proteins.
PEX19 is a soluble protein that is mainly located in the cytosol [57]. To investigate the tis-
sue-specific subcellular localisation of this protein, we therefore used a peroxisome-depleted
fraction, containing mainly microsomes and cytosolic proteins, which we obtained during
the subcellular fractionation of the whole organ lysates. The Western blot analysis for PEX19
revealed a band of the expected size of approximately 35 kDa in the peroxisome-depleted frac-
tion of all analysed organs except liver (Fig 5D). As expected, using antibodies against PEX3
and PEX14 next to no signal could be detected in the peroxisome-depleted fraction. Labelling
of the same fractions using the anti-catalase antibody detected a very faint protein band of the
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Fig 5. PEX3 and PEX19 proteins and their corresponding mRNAs are not expressed in a concerted
manner in different organs. A: Western blot analysis of whole tissue lysates detected with the antibodies
generated against PEX3 and PEX19 in comparison with the protein abundance of PEX14, CAT and the
mitochondrial protein SOD2. Ten μg of protein were loaded per lane. As loading control we have stained the
Western blot with CBB. B: qPCR analysis of Pex3 (C) and Pex19 (D) mRNA levels using the cDNA reversely
transcribed from total RNA derived from different mouse organs. Values are expressed as fold-change
compared to the expression levels obtained for the liver, which was set to 1. The graphs display calculated
mean values (Mean Pex3, Mean Pex19) from qPCR analyses using three different reference genes (Ppia,
Rpl13 and Tbp) for normalisation (S1 Fig). The error bars represent the standard deviation of three
independent experiments. C and D: Western blot analysis of peroxisome-enriched (C) and peroxisome-
depleted (D) fractions of different mouse tissues detected with the antibodies generated against PEX3 and
PEX19 in comparison with the protein abundance of PEX14, catalase and the mitochondrial protein SOD2.
Ten μg of protein were loaded per lane. Panels marked with an asterisk (*) represent longer exposures of the
PEX3 Western blots. As loading control we have stained the Western blot with CBB.
https://doi.org/10.1371/journal.pone.0183150.g005
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expected molecular weight of approximately 60 kDa in lung, testis and skeletal muscle only
after extended exposure of the Western blot membrane (Fig 5D). Also, no SOD2 was detected
in the peroxisome-depleted fractions except for the samples derived from spleen, probably a
result of mitochondrial lysis during the isolation procedure. This demonstrates that homogeni-
zation and differential centrifugation of the organs under our experimental conditions did not
result in leakage of the peroxisomes or fragmentation of their membrane.
Although PEX19 is mainly located in the cytosol, a small percentage (5%) was reported to
be present in the peroxisomal membrane in rat liver extracts [51]. Western blot analysis using
the anti-PEX19 antibody detected several protein bands in the peroxisome-enriched fractions
of liver, pancreas, heart, kidney, testis, skeletal muscle and brain (Fig 5C). The predicted size
for PEX19 is of approximately 33 kDa, however, like in the whole organ lysate, we detected
bands that were larger than expected. In liver, testis and brain a band of approximately 40 kDa
was visible (Fig 5C). Additionally, in liver, heart, kidney, testis, and skeletal muscle a band of
approximately 50 kDa was detected (Fig 5C). Treatment of the peroxisome-enriched fractions
with urea (0.25, 1 and 4 M) prior to loading on the SDS-PAGE did not reduce the number of
bands, but instead augmented the intensity of high molecular products suggesting that they
are not the result of dimerization of PEX19 (data not shown).
Comparison of the signals obtained for PEX3, PEX19, catalase and PEX14 in the peroxi-
some-enriched fractions suggests that the amount of these proteins is regulated independently
of each other in the different organs (Fig 5A).
Comparative analysis of the mRNA levels of Pex3 and Pex19 genes in
different organs of the adult mice
Because we wanted to compare the Pex3 and Pex19 mRNA levels in different organs we used
three reference genes for the normalization of the qRT-PCR results. The commonly used refer-
ence genes Gapdh and ß-actin (Actb) were excluded a priori due to the organ-dependent vari-
ability of their mRNA level. Among the reference genes, which were shown to be minimally
regulated during cell-cycle and nutritional fluctuations and which were proposed for compari-
son of different organs [58,59], we decided to use Tbp, Rpl13 and Ppia. Pancreas was omitted
from the quantitative mRNA analyses due to its exceedingly high content of RNases. For the
comparison of the expression profiles of Pex3 and Pex19 genes in different organs, the ct values
were normalized to each of the three reference genes and liver was set to 1 (S1A and S1B Fig;
norm Ppia, norm Tbp and norm Rpl13). Next, we calculated the Pex3 and Pex19 gene expres-
sion as means of the three separately normalized values (Fig 5B). Absolute values for the Pex3
(S1A Fig) and the Pex19 (S1B Fig) transcripts normalized with the different reference genes
were not equal, but the overall organ distribution was comparable. Independent of the refer-
ence gene used for the normalization, by far the highest mRNA level for Pex3 (Fig 5B) (9-
10-fold increase compared to liver) was found in the testis. The mean Pex3 mRNA level was
approximately double in heart, lung and skeletal muscle compared to liver, while the lowest
amount was found in spleen and jejunum (Fig 5B). The qRT-PCR analysis further showed that
the highest Pex19 mRNA expression (Fig 5B) was found in the heart, lung, colon and skeletal
muscle (2-4-fold increment compared to liver), the lowest in spleen, jejunum, testis and brain.
Also for PEX19 the absolute values obtained using Ppia, Tbp or Rpl13 for the normalisation
varied slightly, but the overall organ distribution was comparable (Fig 5B). Because of the
detection of multiple bands on the Western blot analysis we have searched the NCBI database
for Pex19 alternative transcripts. Two isoforms of Pex19 are annotated in the NCBI database
(www.ncbi.nlm.nih.gov/nucleotide). Isoform 1 is a 3131 bp long transcript (the corresponding
protein contains 299 aa) in which all predicted exons are expressed. Isoform 2 lacks the first
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exon and 40 bp of the second exon and is 2855 bp long (the corresponding protein contains
207 aa). The 3´ and 5´untranslated regions are identical. We designed Pex19 isoform 1 specific
qPCR primers to investigate the percentage of Pex19 isoform 1 to the total Pex19 mRNA
expression. The results show that in Hepa 1–6 cells and MEFs both isoforms are equally
expressed. In all analysed organs except liver the expression of isoform 1 predominated
(>65%). In spleen, lung, testis and skeletal muscle only isoform 1 was expressed (S6 Table).
Thus, the expression of two PEX19 protein isoforms or differences in their ratio is probably
not the cause for the differently sized bands detected by Western blot analysis.
The abundance of PEX3 and PEX19 proteins varies between the
different organs
From older studies it is well known that peroxisomes are very numerous and easily detectable
in liver and kidney using antibodies against catalase, ABCD3 and PEX14 (for an overview see
[30,39]). To investigate the organ- and cell type-specific distribution of the peroxins PEX3 and
PEX19 we used immunofluorescence stainings on formalin-fixed paraffin-embedded organ
sections. For each organ, consecutive sections and comparable areas were photographed and
colocalisation studies were performed by using the peroxisomal marker proteins PEX14,
together with PEX3, and ABCD3 together with PEX19. During these experiments we noticed
that i) labelling of PEX3 in paraffin sections was difficult in comparison to the one of other
peroxisomal biogenesis proteins such as PEX14 due to its low abundance and ii) it was difficult
to visualize the peroxisome-bound form of PEX19 by fluorescence microscopy in tissues in
which the cytosolic-associated form was strongly labelled. To overcome these two problems
we have used very thin tissue sections (approximately 2 μm), adjusted the tissue permeabiliza-
tion protocol for each organ determined the best dilution for both anti-PEX3 and anti-PEX19
antibodies in serial dilutions and optimized the microscope settings for the areas of interest
(S5 Table). The antibody concentration-range was chosen according to pre-existing informa-
tion derived from our Western blot analysis on peroxisome-enriched fractions (Fig 5C) and
immunofluorescence stainings of MEFs and Hepa 1–6 cells (Fig 2C and 2D) as well as from
known concentration ranges used for immunofluorescence experiments of the antibodies
against PEX14, catalase and ABCD3. After careful evaluation of all specimens, an average con-
centration of the antibodies with which all the organs could be fairly well stained was used to
compare the relative abundance of PEX3 (1:500) and PEX19 (1:10,000) in distinct organs and
the images were taken with a Leica DM RD fluorescence microscope using the same camera
settings. The highest staining intensity for PEX3 was found in kidney and testis followed by
skeletal muscle, heart, jejunum and colon> pancreas > liver> lung. In contrast, cytoplasmic
PEX19 was most abundant in kidney and pancreas followed by skeletal muscle, heart> testis
> liver> colon and jejunum > lung (S2 Fig). Even in the tissue specimens with highest stain-
ings intensities for PEX3 and PEX19 (e.g. kidney or testis) appropriate negative controls were
almost devoid of background staining (S2 Fig).
In the following, we will describe the cell type-specific distribution and subcellular localisa-
tion of PEX3 and PEX19 analysed by immunofluorescence staining using antibody dilutions
and microscope settings individually optimized for each organ.
1. Kidney. In the kidney, we analysed the distal (Dt), proximal (Pt) and intermediate (It)
tubules as well as the glomeruli (G) and the macula densa (Md). For both, PEX3 and PEX19,
the highest fluorescent signal was found in the proximal tubules (Fig 6A, 6D, 6G and 6J), while
only a very weak fluorescent signal could be visualized in all other parts of the nephron (Fig
6A, 6D, 6E, 6G, 6J and 6K). This corresponds well with previous reports in which the strongest
staining for catalase and PEX14 was observed in the proximal tubules [30,39]. Inside the
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Fig 6. PEX3 and PEX19 are highly abundant in the proximal tubules of the kidneys and display a
peroxisomal (PEX3) and dual peroxisomal/cytosolic (PEX19) localisation. A and B: PEX3 staining of
proximal tubules and of the glomerulum with its juxtaglomerular apparatus (e.g. macula densa) in the renal
cortex. C: Phase-contrast image of the same area shown in Figs A and B. D: Comparison of PEX3 abundance
in proximal and distal tubules at higher magnification. E: Comparison of PEX3 abundance in proximal, distal
and intermediate tubules. The three stripes represent: left—normal exposure time; middle– 2-fold augmented
brightness; right—phase-contrast image. F: Colocalisation of PEX3 and PEX14 in a proximal tubule. G and H:
PEX19 staining in proximal tubules and glomerulum with the associated macula densa of the distal tubule. I:
Phase-contrast image of the same area shown in Figs G and H. J: Comparison of PEX19 abundance in
proximal and distal tubules at higher magnification. K: Comparison of PEX19 abundance in proximal, distal and
intermediate tubules. The three stripes represent: left—normal exposure time; middle—2-fold digitally
augmented brightness; right—phase-contrast image. L: Colocalisation of PEX19 and ABCD3 in a proximal
tubule. Nuclear staining: in Figs B, D, H and J with Hoechst 33342. Abbreviations: G, glomerulum; Md,
macula densa (part of the distal tubule); Pt, proximal tubule; Dt, distal tubule; A, artery; It, intermediate tubule;
PhC, phase-contrast; Asterisks (**), 2-fold digitally augmented brightness. Scale bars = 15 μm.
https://doi.org/10.1371/journal.pone.0183150.g006
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epithelial cells of the distal and proximal tubules, PEX3 was found in large round or tubular
structures. Double staining with antibodies against PEX14 confirmed that the antibody for
PEX3 stains peroxisomes, however, individual organelles were labelled with different intensity
in comparison to PEX14, suggesting different subpopulations of peroxisomes (Fig 6F) as
noticed previously in Hepa 1–6 cells (Fig 4).
Albeit the distribution of PEX19 in different tubules of the nephron was similar to that
observed for PEX3 (Fig 6G–6L), PEX3 was located exclusively in the peroxisomes of the epithe-
lial cells of the proximal tubule, while the staining for PEX19 was associated with the cytoplasm
as well as with peroxisomes, which were most prominently labelled in the proximal tubules
(Fig 6J). The overlay with the staining of ABCD3 confirmed that PEX19 is indeed bound to
peroxisomes in this cell type (Fig 6L). Cytosolic- and peroxisome-bound PEX19 could also be
identified in the distal and the intermediate tubules using longer exposure times (Fig 6K).
2. Testis. In comparison to kidney, PEX3 was expressed at similarly high levels in almost
all testis-specific cell types. As shown in Fig 7A, strong labelling was observed in all germ cells
such as spermatogonia (SpG), spermatocytes (SpC) and spermatids (Spt) as well as in the
somatic cell types (Sertoli cells, Sc, and Leydig cells, Lc) (Fig 7A and 7C; Sc and Fig 7B; Lc)
except in the peritubular cells (Pc). As shown by the double staining, the distribution of PEX3
in the germinal epithelium was identical to the one of PEX14 (Fig 7D).
Staining of the germinal epithelium with the antibody for PEX19 resulted in a similar distri-
bution pattern than that observed for PEX3. Cytosolic PEX19 is highly abundant in all germ
cells of the seminiferous tubules and peroxisome-bound PEX19 is particularly abundant in
spermatogonia (Fig 7E; SpG). In the somatic cells, the staining for PEX19 is very strong in Ley-
dig cells followed by Sertoli cells (Fig 7E and 7F; Lc and Sc), while it is not detectable in peri-
tubular cells (Fig 7E and 7F; Pc).
3. Liver. Since liver contains a large number of peroxisomes, we also expected high PEX3
content. However, as already predicted from the Western blot results (Fig 5A and 5C), the
PEX3 antibody only weakly stained round and tubular peroxisomes as well as large granular/
patchy clusters of peroxisomes in the hepatocyte´s cytosol that are typical for these cells (Fig
8A–8C; Hp). Comparison of the individual stainings of PEX3 and PEX14 revealed a similar
subcellular distribution pattern (Fig 8D and 8E).
In liver, the anti-PEX19 antibody generated a cytosolic staining (Fig 8F–8H) that did not
colocalise with the staining of ABCD3 (Fig 8I) and differed from the one observed for PEX3 or
PEX14 (Fig 8D and 8E). In addition to the cytosol the antibody directed against PEX19 also
stained the hepatocyte´s nucleus with a dotted pattern the nature of which is not clear yet.
4. Pancreas. We next analysed the distribution of PEX3 in the endocrine (En) (islets of
Langerhans) and the exocrine (Ex) part of the pancreas. In exocrine cells, PEX3-positive per-
oxisomes appeared as heterogeneously distributed, dispersed single spots and tubules (Fig 9A)
that colocalised with PEX14 (Fig 9D). The apically located zymogen granules, appeared dark
in the immunofluorescence pictures and were not stained for PEX3 (Fig 9A). Similarly to what
was previously described for catalase [39], the PEX3 staining was more intense in the exocrine
than in the endocrine part (Fig 9B). Indeed, the PEX3 staining of the endocrine pancreas only
became visible when the images were overexposed (Fig 9B). This pattern is opposite to the
staining pattern that was observed by Grant et al. for PEX14 [39], which was more intense in
the endocrine than in the exocrine part of the pancreas. In the mentioned study, catalase was,
however, only sporadically detected in the islets of Langerhans in what appeared to be endo-
thelial cells. Although the staining for PEX3 in the endocrine part is less intense, it can be
detected throughout the majority of cells of the islet of Langerhans. In the epithelium of the
excretory intercalated duct, PEX3 was almost not detectable (Fig 9C), similarly to what was
previously described for PEX14 [39].
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The distribution of PEX19 within the pancreas was comparable to the one of PEX3: a
sporadic distribution of PEX19-labelled peroxisomes that colocalised with the ABCD3
staining could be seen in the exocrine part (Fig 9E and 9H), while the staining for the endo-
crine part was noticeably weaker (Fig 9F). Interestingly, different to the results obtained
for PEX3 and PEX14, we found an elevated level of PEX19 associated with the excretory
Fig 7. PEX3 and PEX19 are highly abundant in the testis and are present in germ and somatic cells. A:
Overview of the PEX3 staining in germ and Sertoli cells of a seminiferous tubule. B: Distribution of PEX3 in
Leydig cells. C: Higher magnification of PEX3-labelled peroxisomes in the basal part of a seminiferous tubule.
D: Colocalisation of PEX3 and PEX14 in the germinal epithelium. E: Overview of the PEX19 staining in
different cell types of a seminiferous tubule and interstitial Leydig cells. F: Higher magnification of PEX19
staining of the basal layer of the germinal epithelium. Nuclear staining: in Figs A-F with Hoechst 33342.
Abbreviations: Sc, Sertoli cells; SpG, spermatogonia; SpC, spermatocytes; Spt, spermatids; Lc, Leydig
cells; Pc, peritubular cells. Scale bars = 15 μm.
https://doi.org/10.1371/journal.pone.0183150.g007
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intercalated duct similarly to what was previously described for the catalase staining [39]
(Fig 9G).
5. Jejunum and colon. In both jejunum (Fig 10A–10D) and colon (Fig 10H–10K), PEX3
was clearly detectable in enterocytes (En), goblet cells (Gc) and cells of the loose connective tis-
sue of the lamina propria (Ct). The staining for PEX3 within the enterocytes was, analogously
to the one of PEX14, mainly traced to peroxisomes located apically and basally close to the
nucleus (Fig 10C, 10D, 10J and 10K). Generally, the PEX3 staining appeared to be slightly less
strong in the colon in comparison with the jejunum. This result is reflected by the Western
blot analysis shown in Fig 5C.
The PEX19 staining, either in the jejunum (Fig 10E–10G) or the colon (Fig 10L–10O), was
clearly found in the cytosol and the nucleus of enterocytes, goblet cells and cells of the connec-
tive tissue of the lamina propria (Fig 10F, 10G, 10N and 10O). The cell type-specific distribu-
tion was similar to the one observed for PEX3.
6. Heart and skeletal muscle. Results from our laboratory demonstrated larger protein
amounts of PEX14, catalase and ABCD3 in the cardiac muscle of the left ventricle than in
other parts of mouse hearts suggesting more peroxisomes in this area [60]. We therefore ana-
lysed the distribution of PEX3 (Fig 11A–11E) and PEX19 (Fig 11F–11J) in paraffin-embedded
sections in the cardiac muscle of the left ventricle. For comparison, we investigated the distri-
bution of both proteins also in skeletal muscle fibers (Fig 11K–11O and 11P–11T). The anti-
PEX3 antibody produced a sporadic dotted staining pattern that was mainly located between
Fig 8. Hepatocytes in the liver display a relatively low abundance of PEX3 and PEX19 compared to the
one of PEX14 and ABCD3. A: Overview of the PEX3 staining in peroxisomes in hepatocytes of the periportal
region in the liver. B: Phase-contrast of the image shown in A. C: Higher magnification of PEX3-labelled
peroxisomes in periportal hepatocytes. D and E: Comparison of the peroxisomal pattern in hepatocytes in
stainings with the anti-PEX3 (D) or anti-PEX14 (E) antibodies. F: Overview depicting the PEX19 distribution in
a liver region comparable to A. G: Phase-contrast of the image shown in F. H: Higher magnification image of
PEX19-labelled peroxisomes in hepatocytes (marked with arrow). I: Comparison of the PEX19 and ABCD3
subcellular localisation in hepatocytes. Arrows indicate partial overlap of PEX19 and ABCD3. Nuclear
staining: in Figs A, C, D, E, F, H, I with Hoechst 33342. Abbreviations: Hp, hepatocytes, PhC, phase-
contrast. Scale bars = 15 μm.
https://doi.org/10.1371/journal.pone.0183150.g008
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the myofibrils (Fig 11A and 11K) and colocalised well with the one of PEX14 (Fig 11E and
11O). The anti-PEX19 antibody strongly stained the peroxisomal compartment in cardiomyo-
cytes (Fig 11F–11I) and skeletal muscle fibers (Fig 11P–11S) as confirmed by the overlay with
ABCD3 (Fig 11J and 11T). Comparison of the PEX19 staining in cardiac and skeletal muscle
revealed that the identification of individual peroxisomes positive for PEX19 was much easier
in cardiomyocytes than in skeletal muscle fibers. In the skeletal muscle the cytosolic staining
for PEX19 was more prominent and partially masked the peroxisomal one.
Noticeable, we found that the individual skeletal muscle fibers displayed differences in the
staining intensities for PEX3 and PEX19 (Fig 11K and 11P). This was particularly evident in
the PEX19 stainings (Fig 11P). Using the PEX14 antibody, we confirmed that in the less
strongly labelled skeletal muscle fibers the number of peroxisomes was indeed lower. Our data
suggest that the two distinct fiber types of the skeletal muscle exhibit a different peroxisomal
content.
7. Lung. We previously showed that lung alveolar type II cells and club cells contain the
highest number of peroxisomes, while they are markedly lower abundant in alveolar type I
cells [36,37,61]. Here, we have investigated the distribution of PEX3 and PEX19 in the lung
and found that both proteins were detectable in the epithelial cells of the respiratory bronchi-
oles as well as in alveolar type II cells (S3B, S3C, S3F and S3G Fig). Peroxisomes were clearly
visualized in alveolar type II cells with the anti-PEX3 antibody (S3D Fig, arrow), whereas
the anti-PEX19 antibody mainly stained the cytosol and peroxisomes were hardly visible
Fig 9. In the exocrine pancreas PEX3 and PEX19 are associated with peroxisomes. A: Subcellular
localisation of PEX3 in acinar cells of the exocrine pancreas. B: Comparison of the abundance of PEX3 in
exocrine and endocrine pancreas after 3-fold augmentation of the brightness (***). C: PEX3 in an exocrine
intercalated duct. D: Colocalisation of PEX3 and PEX14 in acinar cells of the exocrine pancreas. E:
Subcellular localisation of PEX19 in acinar cells of the exocrine pancreas. F: Comparison of the abundance of
PEX19 in exocrine and endocrine pancreas. G: PEX19 in an exocrine intercalated duct. H: Colocalisation of
PEX19 and ABCD3 in an acinar cell of the exocrine pancreas. Nuclear staining: in Figs A-C and E-G with
Hoechst 33342. Abbreviations: Ex, exocrine pancreas; En, endocrine pancreas; zg, zymogen granules; Dc,
exocrine intercalated duct; PhC, phase-contrast; Asterisks (***), 3-fold digitally augmented brightness. Scale
bars = 15 μm.
https://doi.org/10.1371/journal.pone.0183150.g009
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Fig 10. PEX3 is peroxisomal and PEX19 is mainly cytosolic in enterocytes of the jejunum and the
colon. A-O: Subcellular distribution of PEX3 and PEX19 in the jejunum (A-G) and the colon (H-O). A: Phase-
contrast image of the villus region shown in B for the immunofluorescence staining. B: PEX3 subcellular
localisation in a villus of the jejunum. C: Higher magnification of PEX3-labelled peroxisomes in enterocytes. D:
Colocalisation of PEX3 and PEX14 in peroxisomes of enterocytes. E: Phase-contrast image of the villus
region shown in F for the immunofluorescence staining. F: Subcellular localisation of PEX19 in a villus of the
jejunum. G: Higher magnification of PEX19-positive enterocytes on the tip region of an intestinal villus. H:
Phase-contrast image of the colon region used for the immunofluorescence staining in I. I: Distribution of
PEX3 in the epithelium of the colon. J: Higher magnification of PEX3-labelled peroxisomes in colonic
enterocytes and goblet cells. K: Colocalisation of the PEX3 and PEX14 in colonic enterocytes. L: Subcellular
localisation of PEX19 in the epithelium of the colon. M: Phase-contrast image of the region shown in L. N:
Higher magnification of the PEX19 staining in the epithelium of the colonic crypts. O: Higher magnification of
PEX19-stained enterocytes of the colon. Nuclear staining: in Figs B, C, F, G, I, J, L, N, O with Hoechst
33342. Abbreviations: En, enterocyte; Gc, goblet cell; Ct, connective tissue; Cry, crypts; PhC, phase-
contrast. Scale bars = 15 μm.
https://doi.org/10.1371/journal.pone.0183150.g010
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Fig 11. PEX3 and PEX19 are associated with peroxisomes in cardiac and skeletal muscle. A-T:
Subcellular distribution of PEX3 and PEX19 in cardiac muscle (A-J) and in skeletal muscle (K-T). A:
Subcellular localisation of PEX3 in cardiomyocytes. B: Phase-contrast of the image shown in A. C: Higher
magnification of a cardiomyocyte showing PEX3-labelled peroxisomes. D: 2-fold magnification of the marked
area of image C. E: Colocalisation of PEX3 and PEX14 in heart muscle. F: Cardiomyocytes stained with the
PEX19 antibody. G: Phase-contrast of the image shown in F. H: Higher magnification of cardiomyocytes
stained with the PEX19 antibody. I: 2-fold magnification of the marked area of image H. J: Double-staining of
PEX19 and ABCD3. K: Distribution of PEX3 in skeletal muscle. Note the difference in staining intensities
between individual muscle fibers (*) L: Phase-contrast of the image shown in K. M: Higher magnification of a
skeletal muscle fiber stained for PEX3. N: 2-fold magnification of the area marked in Fig M. O: Double-
staining of PEX3 and PEX14 in a skeletal muscle fiber. P: Subcellular localisation of PEX19 in muscle fibers.
The difference in labelling intensities between individual muscle fibers is also present and very obvious with
regards to the PEX19 staining (*). Q: Phase-contrast of the image shown in P. R: Higher magnification of a
muscle fiber stained for PEX19. S: 2-fold magnification of the marked area depicted in R. T: Colocalisation of
PEX19 and ABCD3 in skeletal muscle. Abbreviations: PhC, phase-contrast; Asterisk (*) muscle fibers with
very low PEX3 or PEX19 labelling. Scale bars = 15 μm.
https://doi.org/10.1371/journal.pone.0183150.g011
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(S3H and S3I Fig, arrows). In comparison to alveolar type II cells, we found that PEX19 was
more abundant in club cells (notice that the picture shown in S3G Fig is 3 times less exposed
compared to the one in S3F Fig). Alveolar type I and endothelial cells were only weakly stained
using either of the two antibodies (S3B and S3F Fig).
8. Brain. Peroxisomes are particularly highly abundant in some areas (hippocampus, cere-
bellum, neocortex) and cell types of the brain (e.g. pyramidal neurons of the motor cortex
[34]). Therefore, we mainly focussed our analysis for detecting PEX3 and PEX19 in the brain
to this region and have planned the further characterisation of the PEX3 and PEX19 distribu-
tion in other brain areas in the near future. Our Western blot analysis of the frontal neocortex
(Fig 5C) already revealed the high abundance of PEX14 and PEX19, whereas the one of PEX3
was only weak (Fig 5C). Our immunofluorescence analysis confirmed these findings (S4 Fig).
The localisation of PEX3 in the brain was rather difficult. Even in the pyramidal neurons of
the primary motor cortex, peroxisomes were only weakly labelled for PEX3 and very long
exposure times were necessary to visualize these organelles (S4A and S4B Fig). The clear
PEX14 staining of the peroxisomes of the neuropil (S4C Fig) could not be achieved using
the anti-PEX3 antibody (S4B Fig) due to the low abundance of this protein in the neuronal
processes.
The immunofluorescence staining for PEX19 appeared to be much stronger than the one
observed for PEX3. PEX19-positive pyramidal neurons could be visualised in the fluorescence
microscope already at lower magnification (S4D Fig). Inside the perikaryon, both cytosolic
and peroxisomal staining could be observed, hinting to a double localisation of PEX19 (S4E
and S4F Fig). Interestingly, mainly the cytosol around the nucleus of the perikaryon was
stained, where also most of the peroxisomes are localised.
Discussion
PEX3 and PEX19 are indispensable peroxins, which coordinate the early steps of peroxisomal
biogenesis. Depletion of these peroxins, independently of each other, causes complete loss of
peroxisomal function [6,11,47,48]. The purpose of this study was to provide a comprehensive
overview on the organ- and cell type-specific distribution and subcellular localisation of the
peroxins PEX3 and PEX19 in mice. We first generated antibodies against both proteins and
proved their specificity using knock-down and overexpression experiments. Based on the
stainings with these antibodies, our results sustain the hypothesis that the abundance of PEX3
and PEX19 might influence organ-specific characteristics of peroxisomes (number, size and
proliferation rate). For PEX19, the regulation of its subcellular localisation could be an addi-
tional factor that affects peroxisome biogenesis, maybe by controlling the shuttling frequency
of PMPs to the peroxisomal membrane. We further showed that the abundance of the peroxins
PEX3, PEX19 and PEX14, of the membrane transporter ABCD3 and of the matrix enzyme
catalase is not necessarily regulated in a concerted manner, highlighting that peroxisomal bio-
genesis, number, enzymatic content and metabolite transporter composition are regulated
independently of each other.
PEX3 and PEX19 are differentially expressed in mouse tissues
Peroxisomes are ubiquitous organelles but are particularly abundant in hepatocytes or the
proximal tubules of the kidneys. Because of the close interaction between PEX3 and PEX19,
which is necessary for the development of functional mature peroxisomes, at the beginning of
this study we speculated i) that organs containing high number of peroxisomes or large quanti-
ties of catalase (e.g. liver and kidney) would also contain the largest amounts of PEX3 and
PEX19 and ii) that the expression of these closely interacting peroxins would be concertedly
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regulated. We have therefore compared the distribution of PEX3 and PEX19 to each other
and to PEX14, ABCD3 and catalase, which all are well established and frequently used peroxi-
somal markers [30,39]. PEX14 is part of the peroxisomal membrane-docking complex that is
required for the translocation of matrix proteins [1] and is inserted by PEX3 and PEX19 into
the peroxisomal membrane [10,62,63]. PEX14 has been shown to be an optimal marker for the
visualisation of the number of peroxisomes within individual cells and for comparison of the
peroxisomal compartment of different cell types due to its high and constant abundance
within the peroxisomal membrane [39]. In Table 1 we have summarised our findings for PEX3
and PEX19 with respect to the staining intensities and subcellular localisation in organ specific
cell types (for a comparison to PEX14 see S7 Table). Table 1 exemplifies the highly divergent
distribution of these peroxins in mouse organs. The intracellular levels of PEX3 and PEX19 are
neither always linked to the number of peroxisomes inside a particular cell type nor is their
amount always regulated synchronically. For example, in hepatocytes that notoriously contain
large amounts of peroxisomes (stained strongly for catalase, ABCD3 and PEX14) neither
PEX3 nor PEX19 where highly expressed as shown by the Western blotting, qRT-PCR and
immunofluorescence analysis. The opposite was true for heart and skeletal muscle. In compar-
ison to hepatocytes, both cardiac and skeletal myocytes do neither possess such a large number
of peroxisomes [60,64–66] nor contain high levels of the marker enzyme catalase [67]. Never-
theless, in myocytes we found high levels of the PEX3 and PEX19 coding mRNAs and protein.
In other cell types containing a large number of peroxisomes, such as Leydig cells in the testis
or epithelial cells of proximal tubules in the kidney, also the abundance of PEX3 and PEX19
was high. Interestingly, the abundance of PEX3 and PEX19 does not only vary in relation to
catalase or peroxisomal abundance, but also in relation to each other. In hepatocytes and epi-
thelial cells of the excretory duct of the pancreas in which PEX3 was very low abundant the
peroxisome-bound PEX19 form was present in relatively high amounts. On the other hand,
enterocytes, which display high amounts of PEX3 contain only very little cytosolic PEX19. A
similar discrepancy was also observed between the abundance of PEX3 and PEX19 in compari-
son to the one of PEX14. In this study we showed that while the protein abundance of PEX3
and PEX19 greatly varied, the abundance of PEX14 was comparable in nearly all the analysed
organs. The differences in the cell type-specific level of peroxisomal biogenesis proteins hint to
distinct modulation and fine-tuning of the processes underlying early peroxisome biogenesis
and peroxisomal homeostasis. We hypothesize that these adjustments are made in dependence
to the differentiation level, metabolism and nutritional and oxidative status of the individual
cell types.
PEX19 displays variable peroxisomal and cytosolic subcellular
localisation
The peroxin PEX19 acts as a soluble shuttling receptor: it binds PMPs in the cytosol and
recruits them to PEX3 on the peroxisomal membrane [1] and is therefore only transiently
associated with peroxisomes. A dual subcellular localisation of PEX19 has been described in
earlier publications in yeast [4,5] as well as in mammalian CHO-K1 cells and fibroblasts
[51,57], but so far has not been analysed in detail in different organs. Our immunofluorescence
analysis of various mouse organs revealed strong variations of the PEX19 protein abundance.
Moreover, the amount/ratio of PEX19 localised in peroxisomes and cytosol strongly varied
depending on the analysed cell type and organ. In most organs the cytosolic form of PEX19
predominated, corresponding well to previous calculations that indicate that 95% of PEX19 is
cytosolic in rat liver [51]. However, in some organs like heart, skeletal muscle or pancreas and
spermatogonia in testis, the peroxisome-bound form of PEX19 was particularly high abundant
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Table 1. Summary of intensity and particularities of the PEX3 and PEX19 immunofluorescence staining.
Organ Cell type PEX3 Staining particularities PEX19 Staining particularities
Kidney Mesangial cells (-)po - (-/+)cyt; (-)po -
Podocytes (-/+)po - (+)cyt; (?)po -
Epithelial cells of:





- intermediate tubule (-/+)po sporadic po (++)cyt; (+)po -
- distal tubule (+++)po - (++)cyt; (++)
po
More po staining compared to proximal
tubule
- collecting duct (++)po - (++)cyt; (+)po -
Endothelial cells (+)po - (-) -
Testis Leydig cells (++++)
po
- (+++)cyt; (-)po -
Peritubular cells (-) - (-) -
Sertoli cells (++++)
po
PEX3 stronger than PEX19 (++)cyt; (?)po -
Spermatogonia (++++)
po





PEX3 stronger than PEX19 (+)cyt; (++)po -
Spermatids (-) - (?)cyt; (-)po -
Liver Hepatocytes (+)po large po clusters (+)cyt; (++)po marked around the nucleus
Epithelial cells of the bile
duct
(-/+)po - (+++)? PEX19-labelled clusters
Endothelial cells (+)po - (-) -
Pancreas Epithelial cells of the acini (++)po cyt autofluorescence; sporadic po (+++)cyt; (++
+)po
sporadic po
α-cells (-/+)po sporadic po (++)cyt; (++)
po
PEX19 stronger than PEX3
β-cells (-/+)po sporadic po (++)cyt; (++)
po
PEX19 stronger than PEX3
Epithelial cells of the
excretory duct
(-/+)po sporadic po (+)cyt; (+++)
po
PEX19 stronger than PEX3
Jejunum Enterocytes (+++)po apically and basally; PEX3 stronger
than PEX19
(+)cyt; (-)po -
Goblet cells (+++)po basally; PEX3 stronger than PEX19 (+)cyt; (-)po -
Smooth muscle cells (-) - (-) -
Neurons of ganglia (++)po - (-) -
Glial cells of ganglia (-/+)po - (-) -
Colon Enterocytes (+++)po apically and basally; PEX3 stronger
than PEX19
(+)cyt; (-)po -
Goblet cells (+++)po basally; PEX3 stronger than PEX19 (+)cyt; (-)po -
Smooth muscle cells (-) - (-) -
Ganglion cells (++)po - (-) -
Glial cells of ganglion (+)po - (-) -
Heart Cardiomyocytes (++)po autofluorescence of myofibrils (++)cyt; (+++
+)po
autofluorescence of myofibrils; PEX19
stronger than PEX3
Skeletal Fiber type I (++)po autofluorescence of myofibrils (++)cyt; (+++)
po
autofluorescence of myofibrils
Muscle Fiber type IIB (+)po autofluorescence of myofibrils (+)cyt(++)po autofluorescence of myofibrils
(Continued )
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and could easily be detected on top of the cytosolic PEX19 staining. Similar differences were
noticed between the MEFs and Hepa 1–6 cells. The dual subcellular localisation of PEX19 is a
reflection of its function as a shuttling receptor that targets membrane proteins to the peroxi-
some by docking to PEX3. However, no studies so far are available on the factors that might
influence the ratio of peroxisome-bound to cytosolic PEX19.
Interestingly, the Western blot analysis of the peroxisomal fractions suggests, that the dual
subcellular localisation of PEX19 could be connected to a molecular weight shift. Analysis of
the peroxisomal fractions revealed a 40 kDa band (liver, testis and brain) and a 50 kDa band
(liver, heart, kidney, testis and skeletal muscle) but no band of the expected size of 35 kDa.
When we then analysed the immunofluorescence stainings, we found that the parenchyma of
the organs displaying a 50 kDa band contained a clear peroxisomal staining that could be visu-
alized next to the cytosolic labelling. High apparent molecular weight for PEX19 has been
reported previously in gel filtration experiments in which the protein eluted at around 100
kDa instead of 34 kDa due to its non-globular structure [19,54,68], and in Western blot analy-
ses of total lysates derived from cell-culture and plant seedlings of Arabidopsis thaliana where
the protein was detected as a dimer [68]. Closer inspection of the Western blot results pub-
lished by Hadden et al. [68] shows that next to the monomeric 30 kDa band and the dimeric
60 kDa band, a number of other products were recognised by the PEX19 antibody in the range
between 40 kDa and 55 kDa [68]. A. thaliana contains two isoforms of PEX19 that are both
expressed at the mRNA level, which might contribute to the formation of dimers and heterodi-
mers [68]. Like A. thaliana also mice contain two differently sized PEX19 isoforms (www.ncbi.
nlm.nih.gov): isoform a with 299 aa and b with 207 aa. The expression of two PEX19 mRNAs
is however most likely not the cause for the differently sized PEX19 protein products. Albeit
the transient peroxisomal association of PEX19 was described previously for mammals [57]
and yeast [4,5], so far this double localisation has never been linked to the formation of dimers
or the occurrence of PEX19 isoforms. It would be interesting for future investigations to ana-
lyse the nature of these differently sized proteins and to determine their exact subcellular
localisation.
Conflicting evidence exists regarding the function of the PEX19 farnesylation at amino acid
C347 [4,69]. It was suggested that this modification was required for peroxisomal targeting of
PEX19 [57], a result that was disclaimed later by other reports [63,70–72]. Though the farnesy-
lation does not largely influence the molecular weight of a protein per se, it might change the
lipid binding properties and therefore the behaviour in the SDS-PAGE. Indeed, farnesylation
Table 1. (Continued)
Organ Cell type PEX3 Staining particularities PEX19 Staining particularities
Lung Alveolar type I cell (-/+)po sporadic po (-/+)cyt; (-)po nuclear staining
Alveolar type II cell (+)po sporadic po (++)cyt; (?)po PEX19 stronger than PEX3
Club cells (+)po sporadic po; autofluorescence in cyt (++++)cyt; (++
+)po
PEX19 stronger than PEX3
Endothelial cells (+)po - (-) -
Brain Motorneurons (-/+)po - (+++)cyt; (++)
po
PEX19 stronger than PEX3
cortex Glia cells (-/+)po - (+)cyt(+)po PEX19 stronger than PEX3
In this Table we have summarized the staining intensities observed in organ-specific cell-types and indicated the observed staining-specific particularities.
(-) no staining; (-/+) staining detectable only after longer exposure times; (+) minimal staining to (++++) very strong staining intensity; (?) unclear staining;
po, peroxisome/peroxisomal; cyt, cytosol/cytosolic
https://doi.org/10.1371/journal.pone.0183150.t001
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greatly increases the hydrophobicity of proteins changing both subcellular localisation and
binding properties [73]. A very recent paper suggested that the farnesylation of PEX19 triggers
the insertion of the hydrophobic hairpin-domain containing protein UBDX8 into phospho-
lipid monolayers on the surface of a lipid-droplet and postulated ER subdomains [74]. Ultra-
structural analysis will be required to determine the exact nature of these postulated ER
subdomains and whether these subdomains are indeed integral parts of the ER-network or
subdomains of the peroxisomal membrane compartment [40] containing farnesylated PEX19.
We speculate that differences in the subcellular localisation of PEX19 could be due to differ-
ences in the rate of farnesylation, e.g. in case of low farnesylation, non-farnesylated cytosolic
PEX19 is predominant, whereas at high rates of farnesylation, the farnesylated PEX19, which
is localized in the peroxisome is more abundant.
Possible scenarios for the PEX3- and PEX19-mediated regulation of the
peroxisomal homeostasis in different cell types
It is an emerging concept that peroxisomal metabolism and proliferation respond to microen-
vironmental factors including nutrient supply, oxidative stress and hypoxia and that peroxi-
somes cross-talk with other organelles for the exchange of metabolic intermediates [31–
33,75,76]. In response to these stimuli the abundance of the peroxisomal compartment
changed rapidly by either proliferation or degradation [32,77,78], which are regulated at the
transcriptional and posttranscriptional level. Transcription factors that regulate peroxisome
proliferation are the nuclear receptors of the peroxisome proliferator-activated receptor family
(PPARα, β and γ [60,79]. PPARs modulate fatty acid metabolism and are regulated by a variety
of short lipid ligands [80,81] by binding to PPAR response elements (PPRE) located in target
genes. Experiments showed that they activate the transcription of genes coding for peroxins,
peroxisomal transporters as well as β-oxidation and antioxidative enzymes [31,60,82–84]. A
PPAR-peroxisome-loop has been suggested for maintaining the PPAR-ligand homeostasis by
a feed-back mechanism of peroxisomal β-oxidation genes [60]. PPARs are variably regulated
in different tissues and organs and could therefore generate an organ-specific peroxin expres-
sion profile by transcriptional control. To investigate the possible regulation of the Pex3 and
Pex19 genes by PPARs, we have analysed the intergenic region upstream of the transcriptional
start using a prediction program developed for the identification of PPREs (www.classicrus.
com) and found putative PPARα, β and γ binding sites in the gene of Pex19, but none in Pex3.
This could explain why the abundance of PEX3 and PEX19 is independently regulated
although both protein are involved and linked to each other during the early steps of peroxi-
some biogenesis. However, the functionality of these regulatory elements needs to be experi-
mentally determined in future studies.
Peroxisomal homeostasis is regulated not only by their proliferation, but also by their deg-
radation via pexophagy and other mechanisms [85,86]. Pexophagy is a subtype of autophagy
and is induced by different events such as hypoxia through hypoxia-inducible factor 2α-medi-
ated signalling or oxidative stress through ataxia telangiectasia mutated-mediated signalling
[76,78,87–89]. Interestingly, both PEX3 and PEX19 were suggested to be involved in pexo-
phagy. It was recently shown that the overexpression of PEX3 induces ubiquitination-depen-
dent NBR1-mediated pexophagy [90–92] and that PEX19 associates with the tuberous
sclerosis complex, which is part of the signaling cascade downstream of ATM activating pexo-
phagy in the presence of ROS [88,89]. Next to pexophagy, also peroxisome proliferation is acti-
vated by oxidative stress [93–95] and we therefore expected high expression of PEX3 and
PEX19 in organs that are exposed to higher ROS levels. However, while the amount of PEX3
and PEX19 in kidney was notable, the expression of these peroxins in the lung or liver, which
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are also exposed to high levels of oxidative stress [96], was very low. At the moment, it is still
unclear how PEX3 and PEX19 contribute to either peroxisome biogenesis or pexophagy in
dependence to different ROS levels.
Conclusions and outlook
In this article we show that the abundance of the closely interacting peroxins PEX3 and
PEX19, but also of PEX14, peroxisomal membrane transporters and matrix enzymes, are not
regulated in a concerted manner. This indicates that they are differentially controlled by
organ- and cell-type-specific signalling networks, which are yet to be identified. Future experi-
ments will clarify how the intracellular levels of PEX3 and PEX19 are differentially modulated
in the context of their implication in both peroxisome proliferation and degradation via
pexophagy.
Supporting information
S1 Fig. Pex3 and Pex19 mRNAs are particularly highly expressed in heart, skeletal muscle
and lung. A and B: qPCR analyses of Pex3 (A) and Pex19 (B) mRNAs using cDNA synthesised
from total RNA derived from different mouse organs (as indicated). The three bar graphs dis-
play the obtained results normalized (norm) against the following three different reference
genes peptidyl prolyl isomerase (Ppia), TATA-box binding protein (Tbp) and ribosomal pro-
tein L13 (Rpl13). The bar graph with grey columns represents the mean values (Mean) derived
from the three black graphs. Values are expressed as fold-change compared to the expression
levels obtained for liver, which was set to 1. The error bars represent the standard deviation of
three independent experiments.
(TIF)
S2 Fig. The amounts of PEX3 and PEX19 and the subcellular localisation of PEX19 vary
between the analysed organs. A and B: Immunofluorescence analyses of PEX3 (A) and
PEX19 (B) in paraffin-embedded sections of mouse organs (as indicated) using the same incu-
bation conditions for all organs. All images were taken with identical camera settings for either
the PEX3 or PEX19 staining series to analyse the differences in individual labelling intensities
between the organs. Since the labelling intensity for PEX3 was very low in the alveolar region
of the lung, the contours of the tissue structure were drawn in grey. Organ sections that were
labelled with secondary antibody only were used as negative staining controls (“NC Cy3” for
Donkey anti-Rat and “NC 488” for Donkey anti-Rabbit AlexaFluor 488). Scale bars = 15 μm.
(TIF)
S3 Fig. PEX3 and PEX19 are higher abundant in the bronchiolar than in the alveolar epi-
thelium. A: Phase-contrast image of the alveolar region of the lung. B: Immunofluorescence
analysis of the distribution of PEX3 in the alveolar epithelium shown in A. C: Subcellular loca-
lisation of PEX3 in the bronchiolar epithelium. D: Colocalisation of PEX3 and the PEX14 in
an alveolar type II cell. E: Phase-contrast image of another region of the alveolar epithelium. F:
Immunofluorescence analysis of the distribution of PEX19 in the alveolar epithelium shown in
E. G: Subcellular localisation of PEX19 in the bronchiolar epithelium. H: Higher magnification
of the alveolar type II cell stained for PEX19 in S2F Fig (square). I: Higher magnification of the
bronchiolar epithelium stained with PEX19 in S2G Fig (square). Nuclear stainings: in Figs B,
C, F-I with Hoechst 33342. Abbreviations: Da, alveolar duct; Al, alveole; I, alveolar type I cell;
II, alveolar type II cell; Br, bronchiole; PhC, phase-contrast. The arrows indicate single labelled
peroxisomes. Scale bars = 15 μm.
(TIF)
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S4 Fig. In the brain, PEX19 is highly abundant in the pyramidal neurons of the motorcor-
tex. A: Immunofluorescence analysis of the distribution of PEX3 in pyramidal neurons. B:
3-fold magnification of a single pyramidal neuron from image A (arrowhead). C: Distribution
of PEX14 in another pyramidal neuron. D: Distribution of PEX19 in apyramidal neurons of
the motorcortex. E: Higher magnification of pyramidal neurons exhibiting PEX19 staining. F:
3-fold magnification of a pyramidal neurons from image E (arrowhead). Nuclear stainings: In
Figs A-F with Hoechst 33342. Scale bars = 15 μm.
(TIF)
S1 Table. List of all RT-qPCR primers used in this study.
(PDF)
S2 Table. List of all primary antibodies used in this study.
(PDF)
S3 Table. List of all secondary antibodies used for Western blotting.
(PDF)
S4 Table. List of all secondary antibodies used for immunofluorescence analysis.
(PDF)
S5 Table. Optimized protocols for the immunofluorescence analysis of mouse tissue using
our self-generated antibodies against PEX3 and PEX19.
(PDF)
S6 Table. Percentage of Pex19 transcript variant 1 and 2 mRNA level as determined by
qPCR.
(PDF)
S7 Table. Summary of cell-specific staining intensities obtained for PEX14. We have listed
the staining intensities observed in organ specific cell-types and indicated noticed staining-
specific particularities and the presence of a particularly low number of peroxisomes. Legend:
(-) no staining; (-/+) staining detectable only after longer exposure times; (+) minimal staining




For the technical support we thank Andrea Textor for performing SDS-PAGE and Western
blot analysis, Petra Hahn-Kohlberger for the transfection experiments and Susanne Pfeiffer for
the immunofluorescence experiments.
Author Contributions
Conceptualization: Claudia Colasante, Eveline Baumgart-Vogt.
Formal analysis: Claudia Colasante, Barbara Ahlemeyer, Rocio Bonilla-Martinez.
Funding acquisition: Eveline Baumgart-Vogt.
Investigation: Claudia Colasante, Jiangping Chen, Barbara Ahlemeyer, Rocio Bonilla-Marti-
nez, Srikanth Karnati.
Methodology: Claudia Colasante, Eveline Baumgart-Vogt.
PEX3 and PEX19 in different organs and cell types of the adult mouse
PLOS ONE | https://doi.org/10.1371/journal.pone.0183150 August 17, 2017 30 / 35
Project administration: Claudia Colasante, Eveline Baumgart-Vogt.
Resources: Eveline Baumgart-Vogt.
Supervision: Claudia Colasante, Eveline Baumgart-Vogt.
Validation: Eveline Baumgart-Vogt.
Visualization: Claudia Colasante, Barbara Ahlemeyer, Eveline Baumgart-Vogt.
Writing – original draft: Claudia Colasante, Barbara Ahlemeyer, Rocio Bonilla-Martinez, Sri-
kanth Karnati, Eveline Baumgart-Vogt.
Writing – review & editing: Claudia Colasante, Barbara Ahlemeyer, Rocio Bonilla-Martinez,
Srikanth Karnati, Eveline Baumgart-Vogt.
References
1. Agrawal G, Subramani S. De novo peroxisome biogenesis: Evolving concepts and conundrums. Bio-
chim Biophys Acta—Mol Cell Res. Elsevier B.V.; 2016; 1863: 892–901.
2. Kiel JAKW, Veenhuis M, van der Klei IJ. PEX genes in fungal genomes: Common, rare or redundant.
Traffic. 2006; 7: 1291–1303. https://doi.org/10.1111/j.1600-0854.2006.00479.x PMID: 16978390
3. Fujiki Y, Okumoto K, Mukai S, Honsho M, Tamura S. Peroxisome biogenesis in mammalian cells. Front
Physiol. 2014; 5: 1–8.
4. Go¨tte K, Girzalsky W, Linkert M, Baumgart E, Kammerer S, Kunau WH, et al. Pex19p, a farnesylated
protein essential for peroxisome biogenesis. Mol Cell Biol. 1998; 18: 616–28. PMID: 9418908
5. Snyder WB, Koller A, Choy AJ, Subramani S. The peroxin Pex19p interacts with multiple, integral mem-
brane proteins at the peroxisomal membrane. J Cell Biol. 2000; 149: 1171–1177. PMID: 10851015
6. Hettema EH, Girzalsky W, Van Den Berg M, Erdmann R, Distel B, van Den Berg M, et al. Saccharomy-
ces cerevisiae pex3p and pex19p are required for proper localization and stability of peroxisomal mem-
brane proteins. EMBO J. 2000; 19: 223–33. https://doi.org/10.1093/emboj/19.2.223 PMID: 10637226
7. Tam YYC, Fagarasanu A, Fagarasanu M, Rachubinski RA. Pex3p initiates the formation of a preperoxi-
somal compartment from a subdomain of the endoplasmic reticulum in Saccharomyces cerevisiae. J
Biol Chem. 2005; 280: 34933–34939. https://doi.org/10.1074/jbc.M506208200 PMID: 16087670
8. Fang Y, Morrell JC, Jones JM, Gould SJ. PEX3 functions as a PEX19 docking factor in the import of
class I peroxisomal membrane proteins. J Cell Biol. 2004; 164: 863–875. https://doi.org/10.1083/jcb.
200311131 PMID: 15007061
9. Matsuzaki T, Fujiki Y. The peroxisomal membrane protein import receptor Pex3p is directly transported
to peroxisomes by a novel Pex19p- and Pex16p-dependent pathway. J Cell Biol. 2008; 183: 1275–
1286. https://doi.org/10.1083/jcb.200806062 PMID: 19114594
10. Schmidt F, Dietrich D, Eylenstein R, Groemping Y, Stehle T, Dodt G. The Role of Conserved PEX3
regions in PEX19-binding and peroxisome biogenesis. Traffic. 2012; 13: 1244–1260. https://doi.org/10.
1111/j.1600-0854.2012.01380.x PMID: 22624858
11. Schliebs W, Kunau WH. Peroxisome membrane biogenesis: The stage is set. Curr Biol. 2004; 14: 397–
399.
12. Ho¨hfeld J, Veenhuis M, Kunau W-H. PAS3, a Saccharomyces cerevisiae gene encoding a peroxisomal
integral membrane protein essential for peroxisome biogenesis. J Cell Biol. 1991; 114: 1167–1178.
PMID: 1894692
13. Wiemer EA, Luers GH, Faber KN, Wenzel T, Veenhuis M, Subramani S. Isolation and characterization
of Pas2p, a peroxisomal membrane protein essential for peroxisome biogenesis in the methylotrophic
yeast Pichia pastoris. J Biol Chem. 1996; 271: 18973–18980. PMID: 8702562
14. Rottensteiner H, Kramer A, Lorenzen S, Stein K, Landgraf C, Rudolf V-E, et al. Peroxisomal membrane
proteins contain common Pex19p-binding sites that are an integral part of their targeting signals. Mol
Biol Cell. 2004; 15: 3406–3417. https://doi.org/10.1091/mbc.E04-03-0188 PMID: 15133130
15. Vizeacoumar FJ, Vreden WN, Aitchison JD, Rachubinski RA. Pex19p binds Pex30p and Pex32p at
regions required for their peroxisomal localization but separate from their peroxisomal targeting signals.
J Biol Chem. 2006; 281: 14805–14812. https://doi.org/10.1074/jbc.M601808200 PMID: 16551610
16. Matsuzono Y, Matsuzaki T, Fujiki Y. Functional domain mapping of peroxin Pex19p: interaction with
Pex3p is essential for function and translocation. J Cell Sci. 2006; 119: 3539–3550. https://doi.org/10.
1242/jcs.03100 PMID: 16895967
PEX3 and PEX19 in different organs and cell types of the adult mouse
PLOS ONE | https://doi.org/10.1371/journal.pone.0183150 August 17, 2017 31 / 35
17. Schueller N, Holton SJ, Fodor K, Milewski M, Konarev P, Stanley WA, et al. The peroxisomal receptor
Pex19p forms a helical mPTS recognition domain. EMBO J. 2010; 29: 2491–2500. https://doi.org/10.
1038/emboj.2010.115 PMID: 20531392
18. Jones JM, Morrell JC, Gould SJ. PEX19 is a predominantly cytosolic chaperone and import receptor for
class 1 peroxisomal membrane proteins. J Cell Biol. 2004; 164: 57–67. https://doi.org/10.1083/jcb.
200304111 PMID: 14709540
19. Shibata H, Kashiwayama Y, Imanaka T, Kato H. Domain architecture and activity of human Pex19p, a
chaperone-like protein for intracellular trafficking of peroxisomal membrane proteins. J Biol Chem.
2004; 279: 38486–38494. https://doi.org/10.1074/jbc.M402204200 PMID: 15252024
20. Agrawal G, Joshi S, Subramani S. Cell-free sorting of peroxisomal membrane proteins from the endo-
plasmic reticulum. Proc Natl Acad Sci U S A. 2011; 108: 9113–8. https://doi.org/10.1073/pnas.
1018749108 PMID: 21576455
21. Hoepfner D, Schildknegt D, Braakman I, Philippsen P, Tabak HF. Contribution of the endoplasmic retic-
ulum to peroxisome formation. Cell. 2005; 122: 85–95. https://doi.org/10.1016/j.cell.2005.04.025 PMID:
16009135
22. Kragt A, Voorn-Brouwer T, Van Den Berg M, Distel B. Endoplasmic reticulum-directed Pex3p routes to
peroxisomes and restores peroxisome formation in a Saccharomyces cerevisiae pex3Δ strain. J Biol
Chem. 2005; 280: 34350–34357. https://doi.org/10.1074/jbc.M505432200 PMID: 16100114
23. Lam SK, Yoda N, Schekman R. A vesicle carrier that mediates peroxisome protein traffic from the endo-
plasmic reticulum. Proc Natl Acad Sci U S A. 2010; 107: 21523–8. https://doi.org/10.1073/pnas.
1013397107 PMID: 21098289
24. Knoops K, Manivannan S, Cepińska MN, Krikken AM, Kram AM, Veenhuis M, et al. Preperoxisomal
vesicles can form in the absence of Pex3. J Cell Biol. 2014; 204: 659–668. https://doi.org/10.1083/jcb.
201310148 PMID: 24590171
25. Sugiura A, Mattie S, Prudent J, McBride HM. Newly born peroxisomes are a hybrid of mitochondrial and
ER-derived pre-peroxisomes. Nature. 2017; 542: 251–254. https://doi.org/10.1038/nature21375 PMID:
28146471
26. South ST, Baumgart E, Gould SJ. Inactivation of the endoplasmic reticulum protein translocation factor,
Sec61p, or its homolog, Ssh1p, does not affect peroxisome biogenesis. Proc Natl Acad Sci U S A.
2001; 98: 12027–31. https://doi.org/10.1073/pnas.221289498 PMID: 11593013
27. Munck JM, Motley AM, Nuttall JM, Hettema EH. A dual function for Pex3p in peroxisome formation and
inheritance. J Cell Biol. 2009; 187: 463–471. https://doi.org/10.1083/jcb.200906161 PMID: 19948495
28. Kim PK, Hettema EH. Multiple pathways for protein transport to peroxisomes. J Mol Biol. Elsevier B.V.;
2015; 427: 1176–1190.
29. Wanders RJA, Waterham HR. Biochemistry of mammalian peroxisomes revisited. Annu Rev Biochem.
2006; 75: 295–332. https://doi.org/10.1146/annurev.biochem.74.082803.133329 PMID: 16756494
30. Baumgart E, Schad A, Vo¨lkl A, Fahimi HD. Detection of mRNAs encoding peroxisomal proteins by non-
radioactive in situ hybridization with digoxigenin-labelled cRNAs. Histochemistry and Cell Biology.
1997. pp. 371–379. https://doi.org/10.1007/s004180050178
31. Schrader M, Bonekamp NA, Islinger M. Fission and proliferation of peroxisomes. Biochim Biophys Acta
—Mol Basis Dis. 2012; 1822: 1343–1357.
32. Farr RL, Lismont C, Terlecky SR, Fransen M. Peroxisome biogenesis in mammalian cells: The impact
of genes and environment. Biochim Biophys Acta—Mol Cell Res. 2015; 1863: 1049–1060.
33. Shai N, Schuldiner M, Zalckvar E. No peroxisome is an island—Peroxisome contact sites. Biochimica
et Biophysica Acta—Molecular Cell Research. 2016. pp. 1061–1069.
34. Ahlemeyer B, Neubert I, Kovacs WJ, Baumgart-Vogt E. Differential expression of peroxisomal matrix
and membrane proteins during postnatal development of mouse brain. J Comp Neurol. 2007; 505: 1–
17. https://doi.org/10.1002/cne.21448 PMID: 17729295
35. Nenicu A, Luers GH, Kovacs W, Bergmann M, Baumgart-Vogt E. Peroxisomes in human and mouse
testis: differential expression of peroxisomal proteins in germ cells and distinct somatic cell types of the
testis. Biol Reprod. 2007; 77: 1060–1072. https://doi.org/10.1095/biolreprod.107.061242 PMID:
17881773
36. Karnati S, Baumgart-Vogt E. Peroxisomes in mouse and human lung: Their involvement in pulmonary
lipid metabolism. Histochem Cell Biol. 2008; 130: 719–740. https://doi.org/10.1007/s00418-008-0462-3
PMID: 18665385
37. Karnati S, Baumgart-Vogt E. Peroxisomes in airway epithelia and future prospects of these organelles
for pulmonary cell biology. Histochem Cell Biol. 2009; 131: 447–454. https://doi.org/10.1007/s00418-
009-0566-4 PMID: 19229552
PEX3 and PEX19 in different organs and cell types of the adult mouse
PLOS ONE | https://doi.org/10.1371/journal.pone.0183150 August 17, 2017 32 / 35
38. Dastig S, Nenicu A, Otte DM, Zimmer A, Seitz J, Baumgart-Vogt E, et al. Germ cells of male mice
express genes for peroxisomal metabolic pathways implicated in the regulation of spermatogenesis
and the protection against oxidative stress. Histochem Cell Biol. 2011; 136: 413–425. https://doi.org/10.
1007/s00418-011-0832-0 PMID: 21898072
39. Grant P, Ahlemeyer B, Karnati S, Berg T, Stelzig I, Nenicu A, et al. The biogenesis protein PEX14 is an
optimal marker for the identification and localization of peroxisomes in different cell types, tissues, and
species in morphological studies. Histochem Cell Biol. 2013; 140: 423–442. https://doi.org/10.1007/
s00418-013-1133-6 PMID: 23959168
40. Baumgart E, Volkl A, Hashimoto T, Fahimi HD. Biogenesis of peroxisomes: Immunocytochemical
investigation of peroxisomal membrane proteins in proliferating rat liver peroxisomes and in catalase-
negative membrane loops. J Cell Biol. 1989; 108: 2221–2231. PMID: 2544605
41. Pollard H, Moreau J, Aubourg P. Localization of mRNAs for adrenoleukodystrophy and the 70 kDa per-
oxisomal (PMP70) proteins in the rat brain during postnatal development. J Neurosci Res. 1995; 42:
433–437. https://doi.org/10.1002/jnr.490420318 PMID: 8583512
42. Berger J, Albet S, Bentejac M, Netik A, Holzinger A, Roscher AA, et al. The four murine peroxisomal
ABC-transporter genes differ in constitutive, inducible and developmental expression. Eur J Biochem.
1999; 265: 719–727. PMID: 10504404
43. Grabenbauer M, Sa¨tzler K, Baumgart E, Fahimi HD. Three-dimensional ultrastructural analysis of per-
oxisomes in HepG2 cells. Absence of peroxisomal reticulum but evidence of close spatial association
with the endoplasmic reticulum. Cell Biochem Biophys. 2000; 32: 37–49. PMID: 11330069
44. Islinger M, Abdolzade-Bavil A, Liebler S, Weber G, Vo¨lkl A. Assessing heterogeneity of peroxisomes:
Isolation of two subpopulations from rat liver. Methods Mol Biol. 2012; 909: 83–96. https://doi.org/10.
1007/978-1-61779-959-4_6 PMID: 22903710
45. Wanders RJA, Waterham HR. Peroxisomal disorders: The single peroxisomal enzyme deficiencies.
2006; 1763: 1707–1720.
46. Goldfischer S, Johnson AB, Moore C, Essner E, Ritch RH. Peroxisomal Abnormalities in Metabolic Dis-
eases. J Histochem Cytochem. 1973; 21: 972–977. https://doi.org/10.1177/21.11.972 PMID: 4587530
47. Muntau AC, Mayerhofer PU, Paton BC, Kammerer S, Roscher AA. Defective peroxisome membrane
synthesis due to mutations in human PEX3 causes Zellweger syndrome, complementation group G.
Am J Hum Genet. 2000; 67: 967–975. https://doi.org/10.1086/303071 PMID: 10958759
48. Ghaedi K, Honsho M, Shimozawa N, Suzuki Y, Kondo N, Fujiki Y. Pex3 is the causal gene responsible
for peroxisome membrane assembly—defective Zellweger syndrome of complementation group G.
2000; 16: 976–981.
49. Muntau AC, Roscher A a, Kunau W-H, Dodt G. The interaction between human PEX3 and PEX19 char-
acterized by fluorescence resonance energy transfer (FRET) analysis. Eur J Cell Biol. 2003; 82: 333–
342. https://doi.org/10.1078/0171-9335-00325 PMID: 12924628
50. Pfaffl MW. A new mathematical model for relative quantification in real-time RT-PCR. Nucleic Acids
Res. 2001; 29: e45. PMID: 11328886
51. Sacksteder KA, Jones JM, South ST, Li X, Liu Y, Gould SJ. PEX19 Binds Multiple Peroxisomal Mem-
brane Proteins, Is Predominantly Cytoplasmic, and Is Required for Peroxisome Membrane Synthesis.
2000; 148: 931–944.
52. Toro AA, Araya CA, Co´rdova GJ, Arredondo CA, Ca´rdenas HG, Moreno RE, et al. Pex3p-dependent
peroxisomal biogenesis initiates in the endoplasmic reticulum of human fibroblasts. J Cell Biochem.
2009; 107: 1083–1096. https://doi.org/10.1002/jcb.22210 PMID: 19479899
53. Pinto MP, Grou CP, Alencastre IS, Oliveira ME, Sa´-Miranda C, Fransen M, et al. The import compe-
tence of a peroxisomal membrane protein is determined by Pex19p before the docking step. J Biol
Chem. 2006; 281: 34492–34502. https://doi.org/10.1074/jbc.M607183200 PMID: 16980692
54. Sato Y, Shibata H, Nakano H, Matsuzono Y, Kashiwayama Y, Kobayashi Y, et al. Characterization of
the interaction between recombinant human peroxin Pex3p and Pex19p: Identification of TRP-104 in
Pex3p as a critical residue for the interaction. J Biol Chem. 2008; 283: 6136–6144. https://doi.org/10.
1074/jbc.M706139200 PMID: 18174172
55. Schmidt F, Treiber N, Zocher G, Bjelic S, Steinmetz MO, Kalbacher H, et al. Insights into peroxisome
function from the structure of PEX3 in complex with a soluble fragment of PEX19. J Biol Chem. 2010;
285: 25410–25417. https://doi.org/10.1074/jbc.M110.138503 PMID: 20554521
56. Pinto MP, Grou CP, Fransen M, Sa´-Miranda C, Azevedo JE. The cytosolic domain of PEX3, a protein
involved in the biogenesis of peroxisomes, binds membrane lipids. Biochim Biophys Acta—Mol Cell
Res. Elsevier B.V.; 2009; 1793: 1669–1675.
57. Matsuzono Y, Kinoshita N, Tamura S, Shimozawa N, Hamasaki M, Ghaedi K, et al. Human PEX19:
cDNA cloning by functional complementation, mutation analysis in a patient with Zellweger syndrome,
PEX3 and PEX19 in different organs and cell types of the adult mouse
PLOS ONE | https://doi.org/10.1371/journal.pone.0183150 August 17, 2017 33 / 35
and potential role in peroxisomal membrane assembly. Proc Natl Acad Sci USA. 1999; 96: 2116–21.
PMID: 10051604
58. Radonić A, Thulke S, Mackay IM, Landt O, Siegert W, Nitsche A. Guideline to reference gene selec-
tion for quantitative real-time PCR. Biochem Biophys Res Commun. 2004; 313: 856–862. PMID:
14706621
59. Kim HJ, Na JI, Min BW, Na JY, Lee KH, Lee JH, et al. Evaluation of protein expression in housekeeping
genes across multiple tissues in rats. Korean J Pathol. 2014; 48: 193–200. https://doi.org/10.4132/
KoreanJPathol.2014.48.3.193 PMID: 25013417
60. Colasante C, Chen J, Ahlemeyer B, Baumgart-vogt E. Peroxisomes in cardiomyocytes and the peroxi-
some/peroxisome proliferator-activated receptor-loop. Thromb Haemost. 2015; 113: 452–463. https://
doi.org/10.1160/TH14-06-0497 PMID: 25608554
61. Oruqaj G, Karnati S, Vijayan V, Kotarkonda LK, Boateng E, Zhang W, et al. Compromised peroxisomes
in idiopathic pulmonary fibrosis, a vicious cycle inducing a higher fibrotic response via TGF-β signaling.
Proc Natl Acad Sci. 2015; 112: E2048–E2057. https://doi.org/10.1073/pnas.1415111112 PMID:
25848047
62. Fransen M, Vastiau I, Brees C, Brys V, Mannaerts GP, Van Veldhoven PP. Potential Role for Pex19p in
Assembly of PTS-Receptor Docking Complexes. J Biol Chem. 2004; 279: 12615–12624. https://doi.
org/10.1074/jbc.M304941200 PMID: 14715663
63. Chen Y, Pieuchot L, Loh RA, Yang J, Kari TMA, Wong JY, et al. Hydrophobic handoff for direct delivery
of peroxisome tail-anchored proteins. Nat Commun. 2014; 5: 5790. https://doi.org/10.1038/
ncomms6790 PMID: 25517356
64. Hand AR. Peroxisomes (microbodies) in striated muscle cells. J Histochem Cytochem. 1974; 22: 207–
209. https://doi.org/10.1177/22.3.207 PMID: 4132631
65. Herzog V, Fahimi H. Microbodies (peroxisomes) containing catalase in myocardium: morphological and
biochemical evidence. Science. 1974; 185: 271–3. PMID: 4833829
66. Hicks L, Fahimi HD. Cell and tissue peroxisomes (microbodies) in the myocardium of rodents and pri-
mates. 1977; 481: 467–481.
67. De Craemer D, Vamecq J, Roels F, Vallce L, Pauwels M, Van Den Branden C. Peroxisomes in liver,
heart and kidney of mice fed a commercial fish oil preparation: original data and review on peroxisomal
changes induced by high-fat diets. 1994; 35: 1241–1250.
68. Hadden D a, Phillipson B a, Johnston K a, Brown L-A, Manfield IW, El-Shami M, et al. Arabidopsis
PEX19 is a dimeric protein that binds the peroxin PEX10. Mol Membr Biol. 2006; 23: 325–36. https://
doi.org/10.1080/09687860600738221 PMID: 16923726
69. Giannopoulou EA, Emmanouilidis L, Sattler M, Dodt G, Wilmanns M. Towards the molecular mecha-
nism of the integration of peroxisomal membrane proteins. Biochim Biophys Acta—Mol Cell Res. 2016;
1863: 863–869.
70. Sacksteder KA, Morrell JC, Wanders RJA, Matalon R, Gould SJ. MCD encodes peroxisomal and cyto-
plasmic forms of malonyl-CoA decarboxylase and is mutated in malonyl-CoA decarboxylase deficiency.
J Biol Chem. 1999; 274: 24461–24468. PMID: 10455107
71. Vastiau IMK, Anthonio EA, Brams M, Brees C, Young SG, Van De Velde S, et al. Farnesylation of
Pex19p is not essential for peroxisome biogenesis in yeast and mammalian cells. Cell Mol Life Sci.
2006; 63: 1686–1699. https://doi.org/10.1007/s00018-006-6110-y PMID: 16791427
72. McDonnell MM, Burkhart SE, Stoddard JM, Wright ZJ, Strader LC, Bartel B. The early-acting peroxin
PEX19 is redundantly encoded, farnesylated, and essential for viability in Arabidopsis thaliana. PLoS
One. 2016; 11: 1–19.
73. Choy E, Chiu VK, Silletti J, Feoktistov M, Morimoto T, Michaelson D, et al. Endomembrane trafficking of
ras: The CAAX motif targets proteins to the ER and Golgi. Cell. 1999; 98: 69–80. https://doi.org/10.
1016/S0092-8674(00)80607-8 PMID: 10412982
74. Schrul B, Kopito RR. Peroxin-dependent targeting of a lipid-droplet-destined membrane protein to ER
subdomains. Nat Cell Biol. 2016; 18: 740–51. https://doi.org/10.1038/ncb3373 PMID: 27295553
75. Chang CC, South S, Warren D, Jones J, Moser A B, Moser HW, et al. Metabolic control of peroxisome
abundance. J Cell Sci. 1999; 1: 1579–90.
76. Monastyrska I, Klionsky DJ. Autophagy in organelle homeostasis: Peroxisome turnover. Mol Aspects
Med. 2006; 27: 483–494. https://doi.org/10.1016/j.mam.2006.08.004 PMID: 16973210
77. Reumann S, Bartel B. Plant peroxisomes: recent discoveries in functional complexity, organelle homeo-
stasis, and morphological dynamics. Curr Opin in Plant Biol. 2016; 34: 17–26.
78. Katarzyna Z, Suresh S. Autophagic degradation of peroxisomes in mammals. Biochem Soc Trans.
2016; 44: 431–440. https://doi.org/10.1042/BST20150268 PMID: 27068951
PEX3 and PEX19 in different organs and cell types of the adult mouse
PLOS ONE | https://doi.org/10.1371/journal.pone.0183150 August 17, 2017 34 / 35
79. Rakhshandehroo M, Knoch B, Mu¨ller M, Kersten S. Peroxisome proliferator-activated receptor alpha
target genes. PPAR Res. 2010; 2010: 1–20.
80. Chandra V, Huang P, Hamuro Y, Raghuram S, Burris TP, Rastinejad F, et al. Structure of the intact
PPAR-γ–RXR-α nuclear receptor complex on DNA. Nature. 2008; 456: 350–356. https://doi.org/10.
1038/nature07413 PMID: 19043829
81. Hostetler HA, Kier AB, Schroeder F. Very-long-chain and branched-chain fatty Acyl-CoAs are high affin-
ity ligands for the peroxisome proliferator-activated receptor alpha (PPARα). Biochemistry. 2006; 45:
7669–7681. https://doi.org/10.1021/bi060198l PMID: 16768463
82. Reddy JK, Hashimoto T. Peroxisomal β-oxidation and peroxisome proliferator-activated receptor α: an
adaptive metabolic system. Annu Rev Nutr. 2001; 21: 193–230. https://doi.org/10.1146/annurev.nutr.
21.1.193 PMID: 11375435
83. Shimizu M, Akter MH, Emi Y, Sato R, Yamaguchi T, Hirose F, et al. Peroxisome proliferator-activated
receptor subtypes differentially cooperate with other transcription factors in selective transactivation of
the perilipin/PEX11α gene pair. J Biochem. 2006; 139: 563–573. https://doi.org/10.1093/jb/mvj053
PMID: 16567422
84. Qian G, Fan W, Ahlemeyer B, Karnati S, Baumgart-Vogt E. Peroxisomes in different skeletal cell types
during intramembranous and endochondral ossification and their regulation during osteoblast differenti-
ation by distinct peroxisome proliferator-activated receptors. PLoS One. 2015; 10. https://doi.org/10.
1371/journal.pone.0143439 PMID: 26630504
85. Yokota S, Dariush Fahimi H. Degradation of excess peroxisomes in mammalian liver cells by autophagy
and other mechanisms. Histochemistry and Cell Biology. 2009; 4: 455–458.
86. Shibata M, Oikawa K, Yoshimoto K, Kondo M, Mano S, Yamada K, et al. Highly oxidized peroxisomes
are selectively degraded via autophagy in Arabidopsis. Plant Cell. 2013; 25: 4967–83. https://doi.org/
10.1105/tpc.113.116947 PMID: 24368788
87. Walter KM, Scho¨nenberger MJ, Tro¨tzmu¨ller M, Horn M, Elsa¨sser HP, Moser AB, et al. Hif-2α Promotes
degradation of mammalian peroxisomes by selective autophagy. Cell Metab. 2014; 20: 882–897.
https://doi.org/10.1016/j.cmet.2014.09.017 PMID: 25440060
88. Zhang J, Tripathi DN, Jing J, Alexander A, Kim J, Powell RT, et al. ATM functions at the peroxisome to
induce pexophagy in response to ROS. Nat Cell Biol. 2015; 17: 1259–1269. https://doi.org/10.1038/
ncb3230 PMID: 26344566
89. Subramani S. A mammalian pexophagy target. 2016; 17: 1371–1373.
90. Farre´ JC, Manjithaya R, Mathewson RD, Subramani S. PpAtg30 tags peroxisomes for turnover by
selective autophagy. Dev Cell. 2008; 14: 365–376. https://doi.org/10.1016/j.devcel.2007.12.011 PMID:
18331717
91. Motley AM, Nuttall JM, Hettema EH. Pex3-anchored Atg36 tags peroxisomes for degradation in Sac-
charomyces cerevisiae. EMBO J. 2012; 31: 2852–2868. https://doi.org/10.1038/emboj.2012.151 PMID:
22643220
92. Yamashita S, Abe K, Tatemichi Y, Fujiki Y. The membrane peroxin PEX3 induces peroxisome-ubiquiti-
nation-linked pexophagy. 2014; 3: 1549–1564.
93. Schrader M, Fahimi HD. Peroxisomes and oxidative stress. Biochimica et Biophysica Acta—Molecular
Cell Research. 2006; 12: 1755–1766.
94. Antonenkov VD, Grunau S, Ohlmeier S, Hiltunen JK. Peroxisomes are oxidative organelles. Antioxid
Redox Signal. 2010; 13: 525–537. https://doi.org/10.1089/ars.2009.2996 PMID: 19958170
95. Rodrı´guez-Serrano M, Romero-Puertas MC, Sanz-Ferna´ndez M, Hu J, Sandalio LM. Peroxisomes
extend peroxules in a fast response to stress via a reactive oxygen species-mediated induction of the
peroxin PEX11α. Plant Physiol. 2016; 171: 1665–74. https://doi.org/10.1104/pp.16.00648 PMID:
27208303
96. Ogura S, Shimosawa T. Oxidative stress and organ damages. Curr Hypertens Rep. 2014; 16: 452
https://doi.org/10.1007/s11906-014-0452-x PMID: 25011397
PEX3 and PEX19 in different organs and cell types of the adult mouse
PLOS ONE | https://doi.org/10.1371/journal.pone.0183150 August 17, 2017 35 / 35
